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Alexandria, Virginia 32613-1450 
Dear Sir: 

In a Final Office Action mailed on May 22, 2008, Claims 1, 2 and 8 were finally rejected. 
A Notice of Appeal was subsequently filed on October 17, 2008. Appellants' Appeal Brief was 
filed on March 10, 2009. 

A Notice of Non-Compliant Appeal Brief was mailed to the Appellants on April 3, 2009. 
The Examiner indicates the brief does not contain a correct copy of the appealed claims as an 
appendix thereto. 

Appellants submit that the brief did not contain a correct copy of the appealed claims as 
an appendix thereto. This error has been corrected in Appellants' Amended Brief 
The following constitutes Appellants' Amended Brief on Appeal. 



I- REAL PARTY IN INTEREST 

The real party in interest is University of Dundee, Dundee, DDI 4HN, United Kingdom, 
by an assignment recorded on January 19, 2000, at Reel 010552 and Frame 0229. 

RELATED APPEALS AND INTERFERENCES 

There are no related appeals or interferences, known to Appellant, the Appellant's legal 
representative, or assignee which may be related to, directly affect or be directly affected by or 
have a bearing on the Board's decision in the pending appeal. 

HI. STATUS OF CLAIMS 

Claims 1, 2 and 8 are in this application. 
Claims 3-7 and 9-27 have been canceled. 

Claims 1, 2 and 8 stand rejected and Appellant appeals the rejection of these claims. 
I^- STATUS OF AMENDMENTS 

No claim amendments were submitted after the final rejection mailed on May 22, 2008, 
which is appealed herein. All prior amendments were entered. 

A copy of the rejected claims in the present Appeal is provided in the Claims Appendix. 

^- SUMMARY OF CLAIMED SUBJECT MATTER 

The invention claimed in the appealed claims concerns in vitro disruption of the binding 
of the tumor suppressor protein p53 and the oncogene mdm2 in cancer cells that do not 
overexpress mdm2. 

Claim 1 is drawn to an in vitro method for disrupting the binding of p53 and p53-binding 
protein mdm2 in a population of cancer cells in which the p53-binding protein mdm2 is not 
overexpressed, comprising administering to the cells a peptide, less than 25 amino acids in 
length, and comprising SEQ ID NO: 3. 

Claim 2, which depends from Claim 1, specifies that p53 is activated for DNA specific 
binding and transcription. 
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Claim 8, which depends from Claim 1, specifies that the peptide has the property of 
competing with the p53-binding protein mdm2 for binding p53, but does not inhibit DNA 
specific binding property of p53. 

Both p53 and mdm2 were known in the art at the priority date of the present application. 
The sequence of mdm2 was disclosed in WO 93/20238 and the domains of p53 responsible for 
binding mdm2 were disclosed in WO 93/20238 and WO 96/02642 (see, page 1, line 14 page 2, 
line 21 of the specification). The invention is based on the experimental finding that mdm2 
binds p53 in cancer cells in which mdm2 is not overexpressed, and that inhibiting the binding of 
mdm2 to p53 in such cells can be used to activate p53 function and thus yield tumor suppression 
(see, page 2, line 34 ^ page 3, line 5 of the specification). 

The specification discloses experiments in which plasmids encoding highly potent 
peptide inhibitors of the interaction of mdm2 and p53 were expressed in E. coli host cells as 
peptide aptamers on the surface of bacterial thioredoxin. The peptide inhibitors include 
Thioredoxin Insert Protein TIP 12/1 (SEQ ID NO: 3) (page 3, lines 6-9 and page 20, line 1 ^ 
page 21, line 14 of the specification, and Figure 1). Following purification, the ability of the 
peptide aptamers, including TIP 12/1, to inhibit the p53-mdm2 interaction was confirmed in 
ELISA assays, in which TIP 12/1 exhibited strong enough inhibitory potential to compete against 
endogenous levels of wild-type p53 in tumor cells for binding to mdm2 (page 21, lines 16-24; 
page 25, lines 8-35 and Table 1). 

The peptide aptamers, including TIP 12/1, were cloned into the vector pcDNA3 
(Promega), and microinjected into a rat thyroid epithelial cell line VRn.6, which was known to 
express wild-type p53 and overexpress mdm2 at the protein level, where the ability of the 
aptamers, including TIP 12/1, to interrupt the p53-mdm2 interaction was demonstrated (page 21, 
line 26 - page 23, line 36; page 26, line 2 - page 27, line 1). 

Microinjection experiments were then carried out in the mouse prostate-derived cell line 
T22, which normally contains very low levels of p53 and mdm2 (page 27, lines 2 - 8). These 
experiments demonstrated the ability of the tested aptamers, including TIP 12/1, to inhibit p53- 
mdmd2 interaction in T22 cells, which do not overexpress dmd2 (page 27, lines 12-24). 
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Subsequently, cells of a human osteosarcoma cell line OSA, known to have highly 
elevated mdm2 levels due to gene amplification, another osteosarcoma cell line U2-0S, having 
elevated levels of mdm2-mRNA without gene amplification for mdm2, and the breast cancer cell 
line MCF-7, known to have low p53 expression levels and no reported mdm2 elevation, were 
transiently transfected with p53-responsive reporter plasmids and TIP 12/1 (page 22, line 34 - 
page 23, line 19; and page 27, lin2 32 - page 28, line 8). The results show that TIP 12/1 was 
able to induce p53-dependent transcriptional activation even in cells with undetectable levels of 
mdm2 (MCF-7 cells and U2-0S cells) (page 29, lines 8-26 and Figure 3). 

Further experiments disclosed in the specification demonstrated that disruption of the 
interaction between p53 and mdm2 with peptide inhibitors, such as TIP 12/1, releases 
transcriptionally active p53 in tumor cells even when the cells not only do not overexpress mdm2 
rather have hardly detectable mdm2 levels (page 29, line 28 - page 30, line 3; page 32, line 34 - 
page 34, line 2, and Figures 3 and 4). 

The combined results of these experiments demonstrated that inhibiting the binding of 
p53 and mdm2 in cells that do not overexpress mdm2 can be used to activate the function of 
tumor suppressor protein p53. 

The use of peptides less than 25 amino acids in length to disrupt the binding of p53 and 
mdm2, as claimed in Claim 1 , is specifically disclosed at page 2, line 34 - page 3, line 5; page 6, 
lines 25 to 32; and page 19, line 36 - page 35, end of Table 1 of the specification. The definition 
of "cells that do not overexpress mdm2" is provided at page 6, lines 25-32. 

Specific support for the embodiment when p53 is activated for DNA specific binding and 
transcription, as claimed in Claim 2, is, for example, at page 6, lines 22-24; page 27, line 25 - 3 1, 
and throughout the experimental section of the specification. 

Specific support for the embodiment when the peptide administered has the property of 
competing with the p53-binding protein mdm2 for binding p53, but does not inhibit DNA 
specific binding property of p53, as claimed in claim 8, is at least at page 6, line 35 - page 8, 
line 12 and throughout the experimental section of the specification. 
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VI. GROUNDS OF REJECTION TO BE REVIEWED ON APPEAL 

The rejection of Claims 1, 2, and 8 under 35 U.S.C. §103 as allegedly being unpatentable 
over Bottger et al, 1996 (Oncogene, 13:2141-2147), in view of McCann AH et al, (British J 
Cancer, 71(5):981-5), and further in view of Lee JM et al, 1995 (Cancer and Metastasis Review, 
14(2):149-161). 

VII. ARGUMENTS 
Summary of the Arguments : 

Appellant submits that a prima facie case of obviousness has not been established. The 
documents cited in support of the rejection under 35 U.S.C. §103 do not properly represent the 
state of the art at the priority date of this application, and the rejection itself is based on improper 
hindsight reconstruction of the claimed invention. Furthermore, the Examiner misrepresented 
the teaching of the secondary reference, McCann AH et al, 1995 (British J Cancer, 71(5):981-5), 
and failed to give proper weight and consideration to two expert Declarations under 37 C.F.R. 
§ 1 . 132 by Professor Karen Vousden. 

It is submitted that when the issue of obviousness is assessed using the proper legal 
standard, considering the totality of evidence and arguments of record, the Board should come to 
the conclusion that the rejection of Claims 1, 2 and 8 is legally and scientifically incorrect and 
should be overturned. 

These arguments are all discussed in greater detail below. 

The Rejections 

According to the Final Office Action mailed on May 22, 2008, which is appealed herein. 
Claims 1-2, and 8 are rejected under 35 U.S.C. §103 as allegedly being unpatentable over 
Bottger et al, 1996 (Oncogene, 13:2141-2147), in view of McCann AH et al, 1995 (British J 
Cancer, 71(5):981-5), and further in view of Lee JM et al, 1995 (Cancer and Metastasis Review, 
14(2):149-161) "for reasons already of record in paper of 09/1 1/07." The Office Action mailed 
on September 11, 2007 in turn maintains the same rejection "for reasons already of record in 
paper of 12/13/06," which is an Advisory Action, maintaining the rejection "for reasons already 
of record in paper of 07/1 8/06." 
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Based on the combined contents of these Office Actions, the Examiner's position appears 
to be that 

BottRer et al. teaches: 

(i) the consensus sequence PXFXD YWXXL contained in the 1 2 amino acid peptide 
MPRFMDYWEGLN (Table 1 on page 2142), which is the same as the peptide 
MPRFMDYWEGLN of the claimed invention, a 12 amino acid fragment of the 
19 amino acid peptide of SEQ ID NO: 3; 
(n) that this 12 amino acid peptide is superior over the wild-type hdm2 binding site of 
p53 (QETFSDLWKLLP) in its ability to inhibit the binding wild-type p53 and 
mdm2; 

(iii) that the N-terminal region of p53 is important for its interaction with mdm2; 

(iv) that the amino acids proline and tyrosine from peptide 12/1 are additional binding 
points for hdm2, for improved stability, and for better conformational fit into the 
dm2 binding pocked of p53 to displace the binding of p53 to hdm2; 

(v) that the oncogene mdm2 and its human homologue hdm2 bind to p53 and 
inactivate p53; 

(vi) that the mdm2-p53 interaction is a much pursued target for the development of 
anti-cancer drugs; and 

(vii) the 1 2 amino acid peptide MPRFMDYWEGLN represents a clear route towards 
the design of small synthetic molecules that will restore p53 function in human 
tumors. 

The Examiner acknowledges that Bottger et al. does not teach an in vitro method for 
disrupting the binding of p53 and mdm2 in a population of cancer cells in which mdm2 is not 
overexpressed comprising administering a peptide, less than 25 amino acids in length, and 
comprising SEQ ID NO: 3, as claimed in Claim 1 of the present application. 

McCann et al. is relied on for teaching expression of mdm2 in breast carcinoma and its 
association with low level of p53, and for allegedly teaching that mdm2 amplification only 
occurs at a low frequency in breast cancer, as compared to non-epithelial tumors. 
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LeeJM is relied on for allegedly teaching that p53 could induce apoptosis and cell cycle 
arrest, and that loss of p53 function causes increased resistance to chemotherapeutic agents. Lee 
JM was further cited for its alleged teaching that p53 functions as a transcriptional factor, via 
binding to specific DNA. 

From this, the Examiner concludes that it would have been prima facie obvious to make a 
peptide from the mdm2 binding site of p53, wherein the polypeptide comprises the 12 amino 
acid peptide MPRFMDYWEGLN taught by Bottger et al, and where the peptide is of larger 
size than the 12 amino acid peptide taught by Bottger et al. to increase stability, because 
additional amino acids surrounding the peptide of Bottger et al are part of the mdm2 binding site 
of p53 and thus would be expected to increase stability. 

The Examiner further asserts that it would have been obvious to use the peptides of the 
present invention to target cancer cells that express p53 and mdm2 but do not overexpress 
mdm2, such as breast cancer cells taught by McCann et al, because loss of p53 function is 
correlated with increased resistance to chemotherapeutic agents, as taught by Lee etal, and 
because in cancers which do not overexpress mdm2, such as breast cancer cells, the protein 
expression of mdm2 is significantly associated with low level of p53, as taught by McCann et al. 

According to the rejection, a reasonable expectation of success is provided because of the 
improved inhibitory activity of the consensus sequence PXFXDYWXXL taught by Bottger et 
al, and because hdm2 binding to p53 has been known to inactivate p53 function, as taught by 
Bottger et al. 

With regard to Claim 2, the Examiner notes that one would have excepted that the 
peptide of the present invention does not inhibit the DNA specific binding property of p53m 
because the peptide taught by the combined art would disrupt the binding of p53 to mdm2 
binding only at the specific p53 binding site of mdm2, as taught by Bottger et al, which is 
different from the DNA binding site of p53. 

With regard to Claim 8, the Examiner adds that one would have expected that p53 is 
activated for DNA specific binding and transcription, because the activity of p53 is to function as 
a transcriptional factor, via binding to specific DNA, as taught by Lee et al and Bottger et al 
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Response to the Rejections 

1- The lesal standard 

35 U.S.C. §103 "forbids issuance of a patent when 'the differences between the subject 
matter sought to be patented and the prior art are such that the subject matter as a whole would 
have been obvious at the time the invention was made to a person having ordinary skill in the art 
to which said subject matter pertains.'" KSR Int'l Co. v. Teleflex Inc., 127 S.Ct. 1727, 1734, 82 
USPQ2d 1385, 1391 (2007). 

The question of obviousness is resolved on the basis of underlying factual determinations 
including: (1) the scope and content of the prior art, (2) any differences between the claimed 
subject matter and the prior art, and (3) the level of skill in the art. Graham v. John Deere Co., 
383 U.S. 1, 17-18, 148 USPQ 459, 467 (1966). See also KSR, 127 S.Ct. at 1734, 82 USPQ2d at 
1391. ("While the sequence of these questions might be reordered in any particular case, the 
[Graham] factors continue to define the inquiry that controls."). The Court in Graham further 
noted that evidence of secondary considerations, such as commercial success, long felt but 
unsolved needs, failure of others, etc., "might be utilized to give light to the circumstances 
surrounding the origin of the subject matter sought to be patented." 383 U.S. at 18, 148 USPQ 
at 467. 

While in KSR, the Supreme Court rejected a rigid application of the teaching, motivation, 
suggestion (TMS) test, an important safeguard against the hindsight bias in obviousness 
determination based on multiple references, replacing it with a flexible, "common sense- 
approach, it remains clear that "hindsight reconstruction to pick and choose among isolated 
disclosures in the prior art to deprecate the claimed invention," (Ecolochem, 227 F.3d at 1371 
(quoting In re Fine, 837 F.2d 1071, 1075 (1988)) is abhorrent to obviousness analysis. Similarly, 
the Examiner may not use the invention as a blueprint for linking together pieces of prior art in 
order to find the invention obvious. See, e.g., Grain Processing Corp. v.American Maize- 
Products Co., 840 F.2d 902, 907, 5 USPQ2d 1788,1792 (Fed. Cir. 1988). The Federal Circuit 
has also cautioned against focusing on the obviousness of the differences between the claimed 
invention and the prior art rather than on the obviousness of the claimed invention as a whole as 
§103 requires. See, e.g., Hybritech Inc. v. Monoclonal Antibodies, Inc., 802 F.2d 1367, 1383, 
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231 USPQ 81, 93 (Fed. Cir. 1986), cert, denied, 480 U.S. 947 (1987). "It is difficult but 
necessary that the decision maker forget what he or she has been taught . . . about the claimed 
invention and cast the mind back to the time the invention was made (often as here many years), 
to occupy the mind of one skilled in the art who is presented only with the references, and who is 
normally guided by the then-accepted wisdom in the art." W.L. Gore & Associates, Inc. v. 
Garlock. Inc., 721 F.2d 1540, 220 USPQ 303, 313 (Fed. Cir. 1983), cert, denied, 469 U.S. 851 
(1984). See also, M.P.E.P. §2141.01. 

^- ^ prima facie case of obviousness has not been established 
Proper application of the legal standard of obviousness determination leads to the 
conclusion that the claimed invention is not obvious over the cited combination of references. 

^- Appellant does not contest t he Examiner 's readine ofBottser et al and J.ee 
et al but submit th at t he E xaminer has mischaracterized the teachi ng of 
McCann et al ' — . 

Appellant readily concedes that, as detailed in the present application including the 
Background of the Invention section, p53 was a known tumor suppressor protein at the priority 
date of the present application. Similarly, the interaction of p53 with mdm2, the peptide motif of 
p53 necessary for mdm2 binding, and potent peptide inhibitors of p53-mdm2 binding were also 
known. Thus, both WO 93/20238 (e.g. Figures 6 and 7) and WO 96/02642 (e.g., Figures 3, 5, 
and 6), to which the present application refers extensively, for example at page 1, line 35 - 
page 2, line 21 of the specification, disclose numerous peptides that are modeled on the mutual 
binding sites of p53 and mdm2. Bottger et al 's teaching of the consensus sequence 
PXFXDYWXXL, information about the p53-mdm2 binding sites, and inhibition of the mdm2- 
p53 interaction as a means to restore p53 function in human tumors, does not add anything 
significant to the art already acknowledged in the Background of the Invention section of the 
present application. 

The rejected claims do not claim inhibitors of the p53-mdm2 interaction per se, or even 
the fact that certain peptides, such as peptides less than 25 amino acids in length and comprising 
SEQ ID NO: 3, have the ability to inhibit the interaction between p53 and mdm2. The invention 
claimed in the present application is based on finding a new class of situations in which 
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disruption of the p53-mdm2 binding is beneficial. In particular, the invention claimed is based 
on the unexpected finding that targeting of the mdm2/p53 interaction is expected to be beneficial 
in cancer cells, in which mdm2 is not overexpressed. 

The Examiner has acknowledged that Bottger et al does not teach SEQ ID NO: 3. The 
Examiner has also acknowledged that Bottger et al does not teach an in vitro method for 
disrupting the binding of p53 and mdm2 in a population of cancer cells in which mdm2 is not 
overexpressed, comprising administering a peptide less than 25 amino acids in length comprising 
SEQ ID NO: 3. However, according to the Examiner, McCann et al teach that p53 is suppressed 
in cancer cells such as breast cancer cells, a majority of which do not overexpress mdm2, which 
p53 suppression is correlated with the presence of mdm2. Stating it differently, the Examiner 
says that McCann et al teach that in cancer cells which do not overexpress mdm2, such as breast 
cancer cells, the protein expression of mdm2 is significantly associated with low levels of p53. 
Based on this reading of McCann et al the Examiner asserts that it would have hem prima facie 
obvious to use a peptide comprising the 12 amino acid peptide taught by Bottger et al to target 
cancer cells that express p53 and mdm2 to increase p53 function, including those populations of 
cancer cells that do not overexpress mdm2. 

Appellant submits that the Examiner has misunderstood and mischaracterized the 
teaching of McCarni et al In particular, the Examiner is wrong to say that McCann et al teach 
that in cancers which do not overexpress mdm2 the protein expression of mdm2 is significantly 
associated with low levels of p53. To the contrary, the teaching of McCann et al is that in those 
samples which show overexpression of mdm2, p53 is reduced. 

As defined in the present application, "cells that do not overexpress mdm2" include all 
cells in which mdm2 is present at low or normal levels, which can be assessed, e.g., by 
immunological measurement of mdm2 concentration (page 6, lines 25-32). 

A protein can be overexpressed in a cell for a number of reasons. One possible reason is 
that the gene expressing the protein is amplified. However, overexpression can also take place in 
the absence of gene amplification, e.g., due to an alteration in the normal regulation of the rate of 
synthesis of the protein and/or in the rate of destruction of the protein. Gene amplification is 
only one of a number of different mechanisms by which overexpression of a protein may occur. 
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McCann et al discloses studies into the frequency of Mdm2 overexpression in breast 
cancers. They look at both gene amplification and protein expression and find that only 7% of 
these cancers show overexpressed Mdni2. 

Indeed, McCann et al expressly states that: 

"Interestingly, at the mRNA level, two studies found increased MDM2 expression 
with no apparent alteration in MDM2 copy number (Buesco-Ramos et al, 1993; 
Sheikh et al, 1993), suggesting that mechanisms other than gene amplification 
may play a role in deregulating the expression of MDM2 " (page 98 1 , right 
column, first paragraph). 

In McCann et al, overexpression at the protein level was assessed by immunological 
measurement. 7% of the samples were found to show 10-50% mdm2 nuclear staining, and these 
samples were designated as MDM2+ cells. This is in spite the fact that only that 4% of tumor 
samples assayed have altered mdm2 copy number - as noted above, overexpression of a protein 
can occur even without gene amplification. 

McCann et al report that MDM2+ status was significantly associated with low levels of 
p53 (page 983, left column, last paragraph). As explained above, MDM2+ status indicates 
overexpression of mdm2. Thus, as noted above, contrary to the Examiner's reading. McCann et 
al teach that p53 levels are reduced in those samples which show overexpression of mdm2 . 

The Examiner failed to properly determine the scope and content of the 
prior art and the differences between the claimed invention and the prior 
art when makins the rejection 

Proper obviousness inquiry requires analysis of the Graham factors, which include 
determination ofi (1) the scope and content of the prior art, (2) any differences between the 
claimed subject matter and the prior art, and (3) the level of skill in the art. 

Appellant submits that McCann has not only been misinterpreted by the Examiner, but 
has not been read in the proper context of general knowledge in the art at and around the priority 
date of the present application. 
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(1) Level of skill in the art 

The invention is from the field of molecular biology. In this field, the level of ordinary 
skill has been determined to be high, usually represented by a scientist with a PhD in the relevant 
field. 

Along with a response dated July 17, 2007, Appellant submitted a Declaration of 
Professor Karen Vousden, Director of the Cancer Research UK (CRUK) Beatson Institute (the 
"first Vousden Declaration"). A further Declaration by Professor Vousden was submitted with 
the response dated March 1 1, 2008 (the "second Vousden Declaration"). Professor Vousden has 
pursued a distinguished career in cancer research, including study of the function of tumor 
suppressor protein p53, and her work has led to the recognition of some key features of p53 
action that highlight the importance of apoptosis in the tumor suppressor function of p53. Thus, 
Professor Vousden is unquestionably one of skill in the art pertinent to the invention claimed in 
the present application. 

Scope and content of the yrior art 
Contrary to the Examiner's assertions, the state of the art in the relevant time frame, 
when taken as a whole, indicated that inhibition of the mdm2/p53 interaction in tumors in which 
mdm2 is expressed at normal levels {i.e., is not overexpressed) could be non-specifically toxic 
and consequently would not be a good approach for tumors without Mdm2 overexpression. 

The first Vousden Declaration 
The present application claims priority from UK application GB9708092.3 filed on 
April 22, 1997. In Paragraphs 6 through 9 of the first Vousden Declaration, Professor Vousden 
explains that around that time (and around the 1996 publication date of the McCann paper), it 
was understood that inhibition of p53 function is important for the development of many cancers. 
It was also understood that this might be the consequence of a number of different events, 
including, but not limited to, 

1 . mutation within the p53 gene; 

2. overexpression of Mdm2 - a known negative regulator of p53; and 

3 . expression of the human papilloma virus E6 protein, 
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and that these aherations are mostly mutually exclusive. In particular, in Paragraph 7 of the first 
Vousden Declaration Professor Vousden cites Crook et al. Oncogene 6:873-875 (1991); 
Scheffner et al, PNAS 88:5523-5527, 1991; Crook et al, Lancet 339:1070-1073, 1992; Leach et 
al. Cancer Res 53:2231-2234, 1993; and Oliner e/ a/., Nature 358:80-83, 1992 (all of record) as 
representative of the general knowledge in the art at the relevant time frame that tumors with E6 
or Mdm2 overexpression do not have mutated p53 and via versa, and that it is only necessary to 
inactivate p53 through one mechanism. 

Professor Vousden cites US 09/403,440 to show that it was also known at the priority 
date of the present application that: (i) p53 binds Mdm2; (ii) Mdm2 inhibits p53 activity; (iii) 
inhibition of Mdm2 in normal cells will activate p53; and (iv) Mdm2 is overexpressed in some 
tumors and this is often associated with retention of wild-type p53. (First Vousden Declaration, 
Paragraph 8). 

Papers published in 1995 (Jones et al, Nature 378:206-208, 1995; Montes de Oca Luna 
et al. Nature 378:203-206, 1995 - of record) disclosed experimental results showing that 
deletion of Mdm2 in mice causes embryonic lethality owing to the activation of p53. These 
findings indicated to those of ordinary skill in the art that while inhibition of Mdm2 can cause 
activation of p53 in cells where Mdm2 is not overexpressed, this activation is very deleterious to 
normal tissue. As stated in Paragraph 9 of her first Declaration, these findings suggested to 
Professor Vousden 

"that a therapy to inhibit mdm2/p53 would not be selective for tumours where 
Mdm2 is expressed at normal levels. Instead the findings suggested that such a 
therapy could well be non-specifically toxic and consequently would not be a 
good approach for tumours without Mdm2 o ver-expression. " 

(3) Differences between the claimed subject matter and the prior art 
Proper obviousness analysis requires that the Examiner occupy the mind of one skilled in 
the art, who has no knowledge of the claimed invention, is aware of and understands the totality 
of pertinent knowledge at the time the claimed invention was made, and who is normally guided 
by the then-accepted wisdom in the art. Appellant submits that an analysis properly conducted 
respecting these principles must necessarily lead to the conclusion that inhibition of the 
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mdm2/p53 interaction in cancers that do not overexpress mdm2 would not be an effective 
approach tor activating the tumor suppressor function of p53. 

In view of the fact that, as discussed above, at the priority date of the present application 
there were several mechanisms suggested for the inhibition of p53 function, it was assumed that 
in tumors that do not overexpress Mdm2, p53 is inhibited by a different mechanism. See, first 
Voussen Declaration, Paragraph 1 1 . 

The results of McCann et al show that only 7% of the tested breast cancers overexpress 
Mdm2. Since, as discussed above, at the time of the McCann et al. paper was published in was 
generally held that inhibition of the p53/Mdm2 interaction would only be effective in cancers 
that overexpress Mdm2, the real teaching of the McCann et al. paper is that inhibition of the 
p53/Mdm2 would be an effective treatment approach only in the case of a small proportion of 
breast cancers, i.e. breast cancers that overexpress Mdm2. As stated in Paragraph 15 of the first 
Vousden Declaration: 

The Examiner is incorrect in her view that McCann et al teach that in cancers 
which do not express mdm2, such as breast cancer cells, the protein expression of 
mdml is significantly associated with low levels ofp53. The study by McCann et 
al shows that although most breast cancers do not over-express Mdm2, a few of 
them show elevated Mdm2 expression, and these tumours are significantly 
associated with low {i.e., wild type) p53 levels. McCann et al state that the 
protein level MDM2+ tumours were significantly associated with tumours having 
low levels of p53 staining " (Summary, lines 7/8) This means that those few 
breast cancers that over-express Mdm2 tend to show low levels of p53 - 
indicating a retention of wild type p53. 

The second Vousden Declaration 

In addressing the Examiner's finding that her first Declaration was not persuasive, in her 
second Declaration Professor Vousden provides a more detailed explanation of the teaching of 
McCann et al. 

As explained in Paragraph 4: 

McCann et al show that 7/97 tumours have high levels ofMDMl expression (type 
2, 10-50% staining) and that these are associated with low levels ofp5 3 Table II 
of McCann et al only shows results for tumours that are either amplified for the 
MDM2 gene (samples 10, 16 and 19 -- of which only 2 show type 2 MDM2 
staining) or tumours that show high MDM2 protein expression (i.e., 10-50% 
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staining) without amplification of the gene (tumours 15, 30, 45, 47 and 60) The 
authors define these 7 as the MDM2+ tumours and state that these show a 
significant association with low levels ofp53. So tumours with high MDM2 (as 
defined by type 2 staining) are likely to have low p53 ~ this is what the authors 
conclude from their study. 

Professor Vousden goes on explaining that, since on page 983 the authors define 
MDM2+ as "[10-50% of tumor nuclei positive (MDM2+) Table 1]" and "MDM2+" (type 2 
staining)," it is absolutely clear that by "MDM2+ tumors" the authors intended to refer to those 7 
tumors with high MDM2 expression. Second Vousden Declaration, Paragraph 7. Thus, the 
Examiner incorrectly interpreted the authors' statement that "MDM2 tumors were significantly 
associated with tumors having low levels of p53 staining" to mean that "not only those few 
cancers that over-express Mdm2 tend to show low levels of p53, but those that do not over- 
express mdm2 also show low levels of p53." (Office Action mailed on September 1 1, 2007, 
page 5). 

While Professor Vousden recognizes that based on the data shown in Table III of the 
McCann et al. paper, it may be possible to conclude that even the tumours that express lower 
amounts of MDM2 (type 1 tumours, less than 100% staining) are associated with p53, she notes 
that the ''authors of McCann et al do not pay much regard to this as they limit their comments to 
the 7 MDM2+ tumours and one might be reluctant to draw conclusions from data that the 
authors have chosen not to highlight themselves:' Second Vousden Declaration, Paragraph 9. 

Furthermore, even if one came to such conclusion, the data would still not tell that tumors 
that do not overexpress MDM2 are also associated with p53, as the Examiner has concluded. As 
Professor Vousden explains in Paragraph 10 of her second Declaration: 

The problem here is that we don 't know what normal expression is - and it is 
quite possible that the type 1 expression is [sic] also represents over-expression 
ofMDM2 compared to normal (there is no normal tissue in the McCann et al. 
study for comparison). The fact that most of the tumours are apparently negative 
for MDM2 staining (74/95) does not mean that they don 't express any MDM2 ^ 
only that it is below the level of detection in this assay For this reason it is quite 
hard to interpret the meaning of the less than 10% expression, which is probably 
why the authors have chosen to base their conclusion on the tumours that clearly 
over-express MDM2 ™ that is the type 2 staining ones. 
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In conclusion, there is nothing in McCann et at. that would suggest that disruption of the 
p53/Mdm2 interaction would be effective in cancers in which Mdm2 is not overexpressed. On 
the contrary, it is only hindsight, based on the knowledge of the present invention, could have led 
the Examiner to a different reading of McCann et al. and ultimately to the conclusion that the 
combination of Bottger et al. with McCann et al. and Lee et al. makes obvious the claimed 
invention. 

The combined teachim of Bottler et al , McCann et al. and Lee et al. is 
that tarsetin2 of the mdm2/v53 interaction is of use specifically in cells 
where mdm2 is overexpressed. 

Bottger et al. teaches that the interaction between mdm2 and p53 may be a useful target 

in cells where mdm2 is overexpressed: 

"In several different tumour systems, including human sarcomas, the mdm2 
protein (or its human homolog hdm2) is overexpressed but the p53 gene remains 
wild type (Oliner et al, 1 992). This suggests that in these tumours the normal 
tumour suppressor function of p53 is being inactivated by the presence of 
abnormally high levels of mdm2. In theory, such tumours should be suysceptible 
to therapeutic moieties that disrupt the mdm2/p53 interaction, restoring wild type 
p53 function." (Page 2141, right column, first paragraph, emphasis added). 

Accordingly, one of ordinary skill in the art reading Bottger et al. would believe that 
therapeutic targeting of the mdm2/p53 interaction is of use specifically in cells where mdm2 is 
overexpressed. 

As discussed above, there is nothing in McCann et al, when read and understood 
correctly, to contradict the teaching of Bottger et al. or to suggest that targeting of the mdm2/p53 
interaction may also be of use when mdm2 is not overexpressed. 

This is clearly supported by the conclusion of the first Vousden Declaration that based on 
the combined teaching of the cited references one of skilled in the art would conclude that "a 
therapy based on the 12 amino acid peptide would only be expected to be effective in 7% of 
breast cancers (i.e., those with over-expressed Mdm2) and would suggest that most breast 
cancers would not benefit from such therapy.'' First Vousden Declaration, Paragraph 16. 

Lee et al has been relied on for allegedly teaching that p53 could induce apoptosis and 
cell cycle arrest, and that loss of -53 function causes increased resistance to chemotherapeutic 
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agents. This teaching does modify the combined teaching of Bottger et al. and McCann et al. 
that targeting of the mdm2/p53 interaction is of use specifically in cells where mdm2 is 
overexpressed. 



CONCLUSION 

The rejection of Claims 1, 2 and 8 under 35 U.S.C. §103 as allegedly obvious Bottger 
et al, 1996 (Oncogene, 13:2141-2147), in view of McCann AH et al, (British J Cancer, 
71(5):981-5), and further in view of Lee JM et al, 1995 (Cancer and Metastasis Review, 
14(2):149-161) is improper and should be overturned. 

The Commissioner is authorized to charge any fees which may be required, including 
extension fees, or credit any overpayment to Deposit Account No. 50-4634 (referencing 
Attorney's Docket No. 39749-0001 APC (124263-185762) . 

Respectfully submitted, 



Date: July 1, 2009 By: f ^ i . , ^ i i--- ^ 

Ginger R. Dreger (Reg. No. 33,055) 

GOODWIN PROCTER LLP 

135 Commonwealth Drive 
Menlo Park, California 94025 
Telephone: (650)752-3100 
Facsimile: (650) 853-1038 
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VIII. CLAIMS APPENDIX 

Claims on Appeal 



1 . An in vitro method for disrupting the binding of p53 and p53-binding protein 
mdm2 in a population of cancer cells in which said p53-binding protein mdm2 is not 
overexpressed, comprising administering to the cells a peptide, less than 25 amino acids in 
length, and comprising SEQ ID NO: 3. 

2. The method of claim 1 wherein the p53 is activated for DNA specific binding and 
transcription. 

8. The method of claim 1 wherein the peptide has the property of competing with 
said p53-binding protein mdm2 for binding p53, but does not inhibit DNA specific binding 
property of p53. 
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IX. 


EVIDENCE APPENDIX 




1. 


Declaration of Professor Karen Vousden under 37 C.F.R. 


§1.132 dated June 27, 2007. 


2. 


Declaration of Professor Karen Vousden under 37 C.F.R. ' 


§1.132 dated March 6, 2008. 


■ 


Crook et al, Oncogene 6:873-875 (1991). 




4. 


Scheffner e/ a/., PNAS 88:5523-5527, 1991. 




5. 


Crook etal, Lancet 339:1070-1073, 1992. 




6. 


Leach et al, Cancer Res 53:2231-2234, 1993. 




7. 


Oliner et al, Nature 358:80-83, 1992 




8. 


Jones etal. Nature 378:206-208, 1995. 




9. 


Montes de Oca Luna et al. Nature 378:203-206, 1995. 





Items 1 and 3-9 were submitted with Appellant's Response dated July 17, 2007, and their 
consideration was indicated in the Office Action mailed on September 11, 2007. 

Item 2 was submitted with Appellant's Response dated March 11, 2008, and its consideration 
was indicated in the Office Action mailed on May 22, 2008. 
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X. RELATED PROCEEDINGS APPENDIX 

None 



LIBC/3625395.1 
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ITEM 1 



^ MAR. 2008 14:22 MEWBURN ELLIS.ILP 



m THE WmU) STATES PATELNTT AND TRADEMARK OFFICE 

In rc patent application of: 

Serial No. 09/403.440 Examiner: Davis. Minh-Tam 

Filed: 1 9 January 2000 Art Unit: 1 642 

For LANE, David Docket No: 39749-0001 aPC 

SECOND DECLARA TTON OF KAREN VOUSDEN UNDER37 CFR- 37 C.F.R. 1.132 

Assistant Commissioner for Patents 
Washington, DC 20231 

SIR- 

I Professor Karen Vousden, hereby declare and say ai follows: 

1 - 1 am the same Karen Vousden who signed the Declaration dated June 27, 2007, and filed 
with Applicant's submissions of July 17. 2007. 

2. I am familiar with and understand the Office Action dated September 1 1 th, 2007, and this 
Declaration is made in response to the Examiner's comments made in that Office Action. 

3. The Examiner states that the response, including my previous Declaration, was not found 
persuasive. I have considered the reasons given by the Examiner in support of this conclusion and 
disagree with her analysis of the McCann et al paper on several points. 

4. McCann et a! show that 7/97 tumours have high levels of MDM2 expression (type 2, 10- 
50% staining) and that these are associated with low levels of p53. Table II of McCann et aJ only 
shows results for tumours that arc either amplified for the UDM2 gene (samples 1 0, 1 6 and 1 9 - 
of which only 2 show type 2 MDM2 staining) or tumours that show high UDUl protein 
expression (i.e. 1 0-50% staining) without amplification of the gene (tumours 15, 30, 45, 47 and 
60). The authors define these 7 as the MD.M2+ rumours and state that these show a significant 
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association with low levels of p53. So tumours with high MDM2 (as defined by type 2 staining) 
ai? likely to have low p53 - this is what the authors conclude from their stialy. 

5. The Examiner makes the statement on page 7 that 'the language "at the protein level, 
MDM2 tumors were significantly associated with tumors having low levels of p53 staining" 
(Summary, lines 7-8) indicates that not only those few breast cancers that over-express Mdm2 
tend to show law levels of p53, but those that do not over-express mdm2 also show low levels cf 
p53. supra ', 

6. Firstly, it should be pointed out that this is not an accurate quotation from the paper, In 

fact the paper states "at the protein level, MDM2+ tumors were significantly associated " 

(emphasis added) 

7. On page 983 the authors define MDM2+as "[10-50% of tumor nuclei positive (MDM2+) 
Table I]" and ''MDM2+ (type 2 staining)" . This makes it absolutely clear that the authors 
intend the expression "MDM2+ tumors", to mean those 7 njmours \vith high MDM2 expression. 
The examiner is mistaken in interpreting this statement as indicting that "not only those few 
cancers that over-express Mdm2 tend to show low levels of p53, but those that do not over- 
express mdm2 also show low levels of p53". The authors restrict their comments to only the 
MDM2+(i.e. 10-50% staining) tumours. 

8. Thus, McCann cl al teach that tumours with high MDM2 expression are associated with 
low p53 and this is only 7% of the cancers. 

9. After careful consideration of the rtssults presented in the McCann 1 believe it may be 
possible 10 conclude that even the tuinours that express lower amounts of MDM2 (the type 1 
tumours, less than 1 0% staining) are associated with low p53 (there arc 14 of these tumours, 1 2 
show low p53 staining and 2 show high). See, in particular Table III. The authon of McCann et 
al do not pay much re^rd to this as they limit their comments to the 7 MDM2+ himours and 
one might be reluctant to draw conclusions from data that the authors have chosen not to 
highlight themselves. 

10. If we chose to make this conclusion, then it would be true to say that MDM2 expression 
(either type I or type 2) seems to be correlated with low p53. However, this does not tell us that 
tumours that do not overexpress MDM2 are also associated with low p53 (as the examiner has 
concluded). The problem here is that we don't know what normal expression is - and it is quite 
possible that the type 1 expression is also represents over-expression of MDM2 compared to 
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norma) (ihere is no normal tissue in the McCann et al study for comparison). Die fact that most 
of the tumours are apparently negative for MDM2 staining (74/95) docs not mean that they 
don't express any .MDM2 - onJy that it is below the level of detection in this assay. For this 
reason it is quite hard lo interpret the meaning of the less than 10% expression, which is probably 
why the authors have chosen to base their conclusion on the tumours that clearly over-express 
MDM2 - that is the type 2 staining ones. 

11. On page 7 of the office action, the Examiner states "Thus, in view thai similar to those 
few breast cancers having over-expressed mdm2, the presence of mdm2 In most breast cancers 
which have no over-expression of Mdm2 is also associated with low levels of p5i " and attributes 
this teaching to that of McCann et al. This idea is repeated several times by the Examiner (e.g. 
page 8 point 2) and seems to me to form the basis of the rejection of the claims. 

12. If I have understood the Examiner's arguments correctly, then I think the Examiner is 
basing her arguments on the fact that she believes even tumours with no over-expression of 
MDM2 (i.e. tumoure ^vith normal MDM2 expression, which would include most tumours) are 
correlated with low p53. This is not right and is a misinterpretation of the teaching of McCann et 
al. 

13. As I said above, one docs not know what overexpression of MDM2 really is, since we 
have no normal tissue to compare. It is most likely that both type 2 and type 1 tumours are 
actually over-expressing MDM2, and the tumoun with negative expression are those without 
over-expression. These MDM2 staining-negative tumours still represent the large majority 
(74/95 or 78%). So, even if we lake the type 1 tumoun Into account (which again 1 emphasise 
the authors did not, suggesting that they are not so sure about the interpretation here), the results 
still support our previous contention that MDM2 over-expression is not common In breast 
cancers. Accordingly, the McCann paper teaches that most breast cancers arise without evidence 
for amplification or overexpression of MDM2 and these cancere are not associated with low 
levels of p53 (34/74 of them have type 2 and 3 p53 staining). 

1 4. From my reading of McCann et al, 1 assume that in the 40 tumours without MDM2 
staining and with low levels of p53 there must be another mechanism to inactivate p53 - and 
that inhibiting the p53/MDM2 interaction would not necessarily work In these cases. 



1 5. Taking McCann et aJ together with the study from Bottger, and without the knowledge of 
the invention claimed in the present application, I would conclude that a therapy based on the 12 
amino acid peptide would only be expected to be effective in 7% (or at the most 22%) of breast 
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cancers (i.e. those with over-expressed MDM2) and would si^est that most breast cancers would 
not benefit from such therapy. 

1 6 Despite the comments made by the Examiner in response to ray previous Declaration and 
for the reasoni provide above, [ maintain by belief that at the time of the McCann et al paper it 
would have been reasonable to assume that in cells where low or normal levels of MDU2 exist, 
inactivaiion of the p53 pathway to allow aberrant tumour growth would have arisen from another 
mechanism. 

1 7. For the reasons set forth in paragraphs 4 through 1 7 of this DeclarBfion, i believe the 
results disclosed in US09/403,440 where they have shown that inhibition of MDM2:p53 has a 
growth reducing effect in tumour cells in which MDM2 is not over-expressed and consequently is 
a useful therapy for these cells was surprising given the understanding of the mechanisms involved 
in p53 function at the time US09/403,440 was filed. 

1 8. I hereby declare that all statements made herein of my own knowledge are true and that 
all statements made on information or belief are believed to be true, and farther that these 
statements were made with the knowledge that willfUl false statements and the like so made are 
punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the United States 
Code and that such willfU! statements may jeopardize the validity of the application or any 
patent issued thereon. 



Signed_ 




on_ 




ITEM 2 



IN THE UNITED STATES PATENT AND TRADEMARK OFFICE 

In re patent application of: 

r^r^.A^^-i AAn Examiner Davis, Mifih-Tam 

Serial No: 09/403,440 

,onm Art Unit: 1642 

Red: 19 January 20CK3 

„ Docket No: 39749-0001 APC 

For: LANE, David 



DFCl ARATION UNDER 37 C .PR' 37 C.F.FL 1.132 



Assistant Conrmissioner for Patents 
Washington, DC 20231 



I Professor Karen Vousden, hereby declare and say as follows: 

Group at the Lud wig Institute for Cancer Research in London in 1 987. 

»K« aRi Ra«ir Rp<5earch Proqram as Head of the Molecular 
r ""fnirSiontn igfr of the Molecular Virology and 

Carcinogenesis Section in ^^^^■'1'°; rn^ctor of the ABL-Basic Research Program 

Division of Basic Sciences, NO. 

3 1 ar. currently the Orector of the Cancer Research UK (CRUK) Beatson Institute, 
Garscube Estate, Switchback Road, Bearsden, Glasgow, UK. 

4 1 have pursued a distinguished career on both sides of ^^^^^ Atlantic untan^^^^^^^ the 
^.o^cular^ecR^^^^^^^^^^ 

^ffr^pedintS 
^^^^^^^^^^^^^^^ 

H'''^'fH.rLauS oa h critical for cell cycle regulation) and are more 

have a ^^^f^f^^lf^^^^^^ their normal counterparts. Of particular importance is 

fhT^cIa work fn Tnt fy ng the de of the Mdm2 protein in regulating p53 acuity, which 
hasCid a paS, fo pS^ re-activation of p53 in some tun^ur calls, which could provide 



( 



a beneficial and therapeutic effect in the treatment of cancer. Recent and selected 
publications I have authored or co-authored include: 

carter S, Bischof O. Dejean, Vousden KH. (2007). C-terrnin^al modifications regulate MDM2 
dissociation and nuclear export of p53. Nature Cell Biology 9. 428-435. 
! !iririi:,n S Pannekoek WJ, Vousden KH. (2007), An essential function of the extreme 
[irminus of S2 car be provided by MDMX. EMBO Journal ?S. 102-1 12 

Wilson JM, Henderson G, Black F, Sutherland '^.^"dwig RL Vou^^^^^^^^^ 

DJ. (2007). Synthesis of 5-deazaf!avir, derivatives and their activation of p53 ,n celb. 

Bioorganic & Medicinal Chemistry 15, 77-86, 

F5pnsaad K Tsuruta A, Seiak MA. Vidal MNC. Nakano K. Bartrona R, Gottlieb 
^fusden KH (2TO6). tIgAR. a p53-inducibte regulator of glycolysis and apoptos.s. Cell 
126, 107-120. 

Vousden KH. (2006). Outcomes of p53 activation - spoilt for choice. Joimai of Cell 
Science 119, 5015-20. 

Sensaad K. Vousden KH. (2005). Saviour and Slayer: the two faces of p53. Nature 
MeaVc/nc 11. 1278-1279. 

848. 

vousden KH. (2005). Apoptosis, p53 and PUMA: a deadly duo. Sconce 309. 1685-1S86. 
Vousden KH, Prives C. (2005). p53 and prognosis: new insights and further comptexity. 
Cell 120, 7-10. 

Weber HO, Ludwig, RL, Morrison D, Kotlyarov A. Gaestet M Vousden KH. (2005). 
HDM2 phosphorylation by MAPKAP kinase 2. Oncogene 24, 1965-19^2. 

V I ..Hwin Rl Jensen JP Pierre S, Medaglia MV, Davydov I, Safiran YJ, Oberi 
Yang Y ludwig Jensen JJ^.^.e ^ ,2005), Small molecule inhibitors 

:i ^3^;^l;^e^^^^^^^^ activate p63 in cells. Cancer Cell 7, 547-559. 
Yee KS, Vousden KH. (2005). Complicating the complexity of p53. Carcinogenesis 26, 
1317-1322. 

5 I have read and understand McCann et al, British Journal of Cancer (1995) 71 , 981 - 
985- Bottger et afigge 1996 (Oncogene. 13: 2141-2147) and the comments made by the 
examiner in the Advisory Action dated 13 December 2006. 

6 At the time of publication of the McCann paper, it was understood that inhibition of p53 
Lctlon^ir^pc^nt for the development of many cancers. It was also unde s^ood that this 
mm ^le consequence of a number of different events such as (but not limrted to) 

1 , Mutation within the p53 gene. 

2 Over-expression of Mdm2 - a known negative regulator of p53. 
3. Expression of the human papillomavirus E6 protein 
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7 There was evidence that these alterations are mostly mutually exolusim^ In other 
words umours with E6 or Mdm2 over-expression do not have mutated p53 and vice versa. 
rfndSnding was that it is only necessary to -f-^'^^il^^^^^^^ 
(Crook et al. Oncogene 6:873-875, 1991; Sche fner et ^^AS ^_5523-5527 1991^^ C^^^^^^^ 
et al Lancet 339: 1070-1073, 1992; Leach et al, Cancer Res 53. 2231-2234, 1993, OKner et 
ai.. Nature 358; 80-83, 1992). 

a At the time of filing US09/403,440 1 was aware that (i) p53 binds Mdm2; (ii) M*n2 
fnhibits p5?acS (i inhibition of Mdm2 in nomial cells will activate p53; and (,v) Mdn.2 ,s 
ov^texprLsed in sorie tumours and this if often associated with retention of w,ld type p53. 

9 Two papers were published In 1995 (Jones et al. Nature 37^206-208, 1995^nd 
Montes de Oca Luna et al, Nature 378:203-206, 1995) that showed that deleton of Mdm2 m 
nice causes embryonic lethality owing to the activation of p53. Accordingly, was aware 
that inhiSn oTK can cause acf'at.on of p53 in cells where Mdm2 tevels are riormal (re. 
not over-expressed) but that this was very deleterious to nomial tissue. These findmgs 
suqSe^ toSa^^^ therapy to inhibit mdm2/p53 would not be selective for tun^urs where 
S tsTxpreTsed at nomial levels, Instead, the findings suggested that such a therapy 
could wetl be non-specificaily toxic and consequently would not be a good approach for 
tumours without Mdm2 over-expression. 

10 Further at the time of filing US09/403,440, 1 was aware that some tunrours show 
over-exprision 0 Mdm2. tt was expected that these tumour cells would be more sensitive 
to twSSon than nomial cells, ^the inhibrtion of Mdm2 could be useful as a cancer 
therapy specifically in these cases. 

11 it was assumed at that time that in tumours with no over-expression of Mdm2, p53 
was inh bid through other, unknown mechanisms. Consequently^ was not known at the 
»^ whether inhibition of Mdm2:p53 interaction in such tumours would be an effective _ 
ilSapy, and indeed, there was evidence that such an approach could be very deleterious to 
nonnal tissues, 

1 2 Before publication of the McCann paper, it was not clear how many tumour types 
would show frequent over-expression of Mdm2. The McCann paper examines this question 
Abreast cancers. They look at both gene amplification and protein expression and find that 
onlv 7Tof thfse ^ show over-expressed Mdm2. The conclusion from these studies is 
that inactivation of p53 as a consequence of Mdm2 over-expression occurs m only few 
breast cancels As stated by McCann et al "We conclude that MDM2 gene ampl,f,cat,on 
SI aTa Ser Je^Lncyi breast cancer than in non-epithelial tumours. (Summary, 
lines 8/9) 

1 3 As stated above, at the time of the McCann paper, it was held that inhibition of the 
053/Mdm2 interaction would only be effective in cancers that over-express Mdm2. Therefore 
the McCanrpaS would teach that this type of therapy would be effact'^f j" only a smaj 
proSion of brVast cancers. There is nothing in this paper to suggest that disruption of the 
PSZmZz interaction would be effective in cancers in which Mdm2 is not over-expressed. 

14 McCann et al also exanine p53 expression. They show that as expected, over- 
expression of Mdm2 is associated with low levels of p63. It is -mpor^ant to realise that low 
D53 levels are indicative of the retention of wild type p53 - so this study supports the 
suggeSon rmde earlier that over-expression of Mdm2 can inhibit p53 - and therefore remove 
'he ?equirer^?nt for a mutation within p53. However, the study suggests that this correlation 

s norcomplete. and in some cancers alterations in both Mdm2 and p53 may have occurred. 
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15. The examiner is incorrect in her view that McCann et al teach that in cancers which 
do not express mdm2. such as breast cancer cells, the protein expression of mdml is 
significantly associated with low levels ofp53. The study by McCann et al shows that 
although most breast cancers do not over-express Mdm2, a few of them do show elevated 
Mdm2 expression, and these tumours are significantly associated with low (i.e. wild type) 
p53 levels McCann et al state that "at the protein level, MDM2+ tumours were significantly 
associated with tumours having low levels ofp53 staining" (Summary, lines 7/8) This means 
that those few breast cancers that over-express Mdm2 tend to show low levels of p53 - 
indicating a retention of wild type p53. 

16. Taking McCann et al together with the study from Bottger, and without the knowledge 
of the invention claimed in the present application, I would conclude that a therapy based on 
the 12 amino acid peptide would only be expected to be effective in 7% of breast cancers 
(i.e. those with over-expressed Mdm2) and would suggest that most breast cancers would 
not benefit from such therapy. 

1 7. At the time of the McCann et al paper it would have been reasonable to assume that in 
ceils where low or nonnal levels of Mdm2 exist, inactivation of the p53 pathway to allow 
aberrant tumour growth would have arisen from another mechanism. 

18. For the reasons set forth in paragraphs 6 through 17 of this Declaration. I believe the 
results disclosed in US09/403,440 where they have shown that inhibition of Mdm2:p53 has a 
growth reducing effect in tumour cells in which Mdm2 is not over-expressed and 
consequently is a useful therapy for these cells was surprising given the understanding of 
the mechanisms involved in p53 function at the time US09/403,440 was filed. 

1 9 I hereby declare that all statements made herein of my own knowledge are true and 
that all statements made on information or belief are believed to be true, and further that these 
statements were made with the knowledge that willful false statements and the like so made 
are punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the United 
States Code and that such willful statenrients may jeopardize the validity of the application or 
any patent issued thereon. 
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Clinical and experimental evidence is consistent with a 
key role for transforming human papilloma viruses 
(HPVs) in the aetioloEV of anogenital carcinoma. Cervical 
carcinoma does, however, occasionally occur in the 
absence of HPV sequences (Riou et al., 1990). Wc have 
used a direct cDNA/PCR sequencing protocol to analyse 
the sequence of p53 mRNA expressed by HPV positive 
and negative cervical carcinoma cell lines. Six cell lines 
which contain HPV sequences express p53 mRNA which 
has wild-type sequence throughout conserved boxes 2, j, 
4 and 5. The two ITPV negative cell lines (C33a and 
HT3) express mutant p53 mRNA. In each case the muta- 
tion occurs in an evolufionarily conserved amino acid. 
Our data suggest that loss of wild-type p53 function is 
important in development of cervical carcinoma, and that 
this might be achieved either by mutation within the p53 
gene or the presence of a virally encoded p53 binding 



Sequences from human papilloma virus types 16, 18, 31. 
^^ and 35 arc frequently found in anogenital carcin- 
omas (rcvicvi'ed in Vousden, 1989). These HPV types are 
also able to immortalise primary genital epithelial cells 
in vitro (Pecoraro cl al.. 1989; Woodworth ei at., 1989), 
strongly suggesting a key role lor HPV in the aetiology 
of these tumours. Immortalisation of primary genital 
keratinocytes requires expression of both E6 and E7 
proteins of the HPV (Hawley-Nelson et al., 1989), and 
Ihc same viral open reading frames arc frequently 
retained and expressed in carcinomas and carcinoma- 
derived cell lines (Schncider-Gadickc & Schwarz, 1986; 
Smotkin & Wettstein. 1986). Both F.6 and E7 have been 
shown to form complexes with the products of cell- 
encoded tumour suppressor genes; E6 binding to the 
p53 protein and E7 forming a complex with the product 
of the RB-1 gene (Wernes.s et al., 1990; Dyson e( ai, 
1989). This ability to encode proteins which bind to 
both p53 and RB makes the transforming HPV types 
very similar to the other DNA tumour viruses SV40 
and adenovirus. It seems likely that simultaneous inter- 
ference with both cell proteins is necessary for full trans- 
forming potential of the viruses, and recent studies have 
shown that mutant p53 expression markedly enhances 
the transforming potential of F7, suggesting coopera- 
tion between ihcse two proteins (Crook ei a/., I991l. 
Previous reports have demonstrated that mutation in 
p53 in epithelial cancers is the most common genetic 
abnormality yet described in these tumours (Iggo el ai, 
1990; Nigro ei ol., 1989), and it is possible thai loss of 
wild-type p.'^3 function, either by mutation or by 
binding to virus encoded proteins, is required for malig- 




Eight previously described cervical carcinoma cell 
lines, CaSki, HeLa, MclSO, Ms751, C4II, SiHa, C33a 
and HT3 were obtained from the American Type 
Culture Collection (Pater & Pater, 1985; Yee et ai. 
!985). CaSki and SiHa contain sequences from HPV16 
(Vec et ai, 19S5), and HeLa, V1.s751, C4I1 and MelSO 
contain cither HPV18 or HPV18-rclated sequences (Yee 
et ai. 1985). C33a and HT3 contain no sequences of any 
known HPV type, and are a.ssumed to have arisen by 
HPV-independent ineciianism.s. All the cell lines were 
maintained in Dulbecco's modified Eagle's medium, 
supplemented with 10% foetal bovine serum. For 
analysis of p53 sequence, we used a modified direct 
assymctric polymerase chain reaction {PCR)/cDNA 
protocol. The principle of assymetric PCR to generate 
single-strand DNA sequencing templates has been 
described previously (Gyllensten & Eriich, 1988; Iggo et 
ai, 1990). Total cellular RNA was isolated from sub- 
confluent flasks of cells by guanidium/phenol extrac- 
tion, and polyiA)-" RNA was isolated by two cycles of 
oligo d(T) cellulose affinity chromatography. First- 
strand synthesis of cDNA was performed with 250 ng of 
poly(A)' RNA using random primers and Moloney 
Murine Leukaemia Virus (MMuLV) reverse tran- 
scriptase (BRL). Following first-strand synthesis cDNA 
was cthanol precipitated from 2m NH4OAC and 
resuspended in 20 /j1 of water. A 1.4kb fragment includ- 
ing all the coding sequences of p53 was then amplilied 
from \Ofz\ of the first-strand reaction by 35 cycles of 
PCR using primers 1 and 2; PI, TTTCCACGACGGT- 
GACA. P2, AAAATCGCAGGGGAGGG. Each pri- 
mer also contained terminal EcoRl restriction sites, in 
addition to the p53-spcciric sequences. 

After the first round of PCR, the amplified product 
was divided into four equal aliquots and rcamplified 
with a single PCR primer to generate single-strand 
DNA for sequencing. The four primers for second 
round PCR were in pairs, and have been described pre- 
viously by Iggo et al. (1990). One member of each pair 
was located 5', and one 3' of the conserved boxes 2 and 
3, or conserved boxes 4 and 5 of the p53 cDNA (Soussi 
et al. 1987; Iggo et ai, 1990). In this way, the cDNA 
sequence of both strands of the four conserved boxes 
could be determined in a single sequencing experiment. 
The primer sequences were: Boxes 2 and 3: 5' primer: 
CAGCTCCTACACCGGCGGCCCCTGCACCAG; V 
primer: GAGCCAACCTCAGGCGGCTCATAGGG- 
CACC. Boxes 4 and 5; 5' primer: TAGTGTGGTG- 
GTGCCCTATGAGCCG; 3' primer: GTGGGAGGC- 
TGTCAGTGGGGAACAA. Second round PCR was 
performed for 25 cycles, and the amplified single-strand 
DNA w;is extracted with phenol/chloroform and 
cleaned by three cycles of ultrafiltration in a ceniricon 
100 unit. The cleaned product was finally precipitated 
from 2m NH^OAc by 50% isopropanol, washed with 
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T'S'K, L'lhanol and rcsuspcndcd in sequencing buffer 
(40mM TrisCl pH7.5. :Ottim MgCU, 50mM NnCl). 
Sequencing was performed using scquenase and the cor- 
responding primer from the paired PCR primers 
described above. Sequencing reactions were resolved on 
6% polyacrylamide gels. 

Ini'.iallv, we iinalysed amplified cDNA from p53 con- 
served boxes 2 and 3 for the presence of point muta- 
tions. In all eight cell lines the sequence of this segment 
of the p53 cOkx was wild-typc. We then analysed con- 
served boxes 4 and 5. In the HPV containing cell lines 
(faSki, Silla. C4II, HeLa. Mcl80 and Ms751) the 
sequence of boxes 4 and 5 was wild-type, in the HPV 
^-ve cell lines C33a and HT3, we consistently identified 
single point mulalions in each p53 cDNA {Figure 1). In 
:he case of C33a, the point mutation (CGT-TGT) 
occurs at amino acid 273, and converts the wild-tyiTC 
arginine to cysteine. Mutation of this amino acid (to 
histidine) occurs frequently in colorectal carcinoma cell 
lines (Rodrigues in al. 1990). In 1-IT3, the point muta- 

vcris the wild-type glycine to valine. In both ca.scs, the 
point mutation occurs in amino acids which arc evolu- 
lionarily conserved iSou.ssi ct al, 19K7). 

Wc arc eonlidcnt our data represent genuine muta- 
tions since (a) wc observed the same mutation in cDNA 
prepared from two completely independent prep- 
arations of poly{A)'' RNA, (b) in each experiment we 
sequenced both strands of the cDNA, (c) direct sequen- 
cing of PCR products means that it is highly unlikely 



that errors due to misincorporation by the Taq poly- 
merase will be represented m the final sequencing gcis 
(Gyllensten & Erlich, 1988). We have demonstrated ar, 
interesting correlation between the presence of HPV 
sequences and the absence of cellular p53 point muta^ 
iions. Since wc have only sequenced conserved boxes 2, 
3, 4 and 5 of expressed p53 mRNA, it remains possible 
that mutations exist outside these regions. However, 
previous studies in other carcinomas have demonstrated 
that the large majority of p53 mutations occur vvithir^ 
the conserved regions which we have examined in the 
present study. 

Our data are consistent with the hypothesis thai 
interference with the function of wild-type p53 plays h 
critical role in the aetiology of cervical neoplasia, and 
the exclusive nature of the presence of HPV or p53 
mutations can be interpreted as further evidence for a 
direct roie for HPV m the formation of the majority of 
cervical tumours. In the presence of transforming HPV 
types, loss of wild-type p53 function may occur vu- 
.••■implex formation with F.6, which could lead to 
enhanced degradation of the complexcd wild-type 
protein, and the lack of p53 point mutations in the 
HPV f ve cell lines which we now report is consistent 
with such a role for E6/p53 complex formation. In the 
absence of HPV-encoded functions, loss of p53 wild- 
type function appears to occur via point mutation. In 
either case, the net result is presumed to be loss of 
wild-type p53 function, it will clearly be important to 
determine whether the point mutations wc describe in 
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phcnotvpe to p53, and whether these mutant p53 pro- 
teins can functionally substitute for h6 expression m 
appropriale ;m lUro systems, !t will also be of interest to 
determine whether mutations occur in regions of p>3 
xvhich we have not analysed in the present study. 
However, It appears highly likely that interference with 
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ABSTRACT Humm cervkaJ aurdnoaia ceH lines that 
were either positive or ne^tive for hiunaa papiiioaiavlnis 
(HPV) DNA sequences were analyzed fv evidence of mutatioa 
of the pS3 and retimritiastoma genes. Each of Ave HPV-podtive 
cervical cancer cell lines expressed normal pRB and low ievds 
of wild-type p53 proteim, which are presumed to be altered hi 
ninctioa as a consequence of usodation with HPV E7 and E6 
oncoproteins, resnectively. In contn»t. mutatioiis were iden- 
tified hi the pS3 and ^nes e3q>rej»ed hi the C-33A and IlT-3 
cervical cancer cell lines, wWch lack HPV DNA seqvences. 
MutatioM in the p53 genes mapped to codon 273 and codon 245 
in the C33-A and HT-3 ceU lines, respectively, located in the 
higUy conserved regions of p53, where mutations appear in a 
variety of human cancers. Mutations in RB occurred at spBxt 
junctions, resulting in in-frame ddetions, affecting exou 13 
and in the HT-3 and C-33A cell lines, respectlvdy. These 
mutations resulted in aberrant proteins that were not phos- 
phorylated and were unable to coraples with the adenovirus 
El A ono^rotdn. These results support the hypothesis that the 
inactivation the normal functions of the tumor-mppFessor 
protetais pKB and p53 are important steps in human co-rical 
cardnogeneris, eitl^r by mutatioa or from complex formation 
with the HPV E6 and E7 oncoproteiu. 



Cervical cancer is one of the leading causes of female death 
from cancer worldwide with «=500,000 deaths per year. 
Epidemiologic studies have implicated a sexually transmitted 
agent in the etiology of cervical cancer, and l^ratory 
studies over the past decade have established a strong 
association between certain human papillomaviruses (HPVs) 
and cervical cancer and several other ant^cnital carcinomas 
(for review, see ref. 1). Over 65 different HPVs have now 
been described, and ==20 of these have been associated with 
anogenital lesions (2). A subgroup of these viruses, including 
HPV types 16, 18, 31, 33, and 39, have been etiologically 
implicated in cervical carcinogenesis because they are found 
in a high percentage of the cancers and because the benign 
lesions with which these viruses are associated are precur- 
sors for malignant progression. 

Additional evidence that HPVs have an etiologic role in 
cervical neoplasia derives from the analysis of the properties 
of the viral gene products expressed in these cancers. The 
viral E6 and E7 genes are regularly expressed in the HPV- 
positive tumors and cervical carcinoma cell lines (3-6), and 
both genes have transforming properties. E7 alone can trans- 
form established rodent cells, such as NIH 3T3 cells (7-12), 
and can cooperate with an activated ras oncogene to trans- 
form primary rat cells (8, 13). The transforming potential of 
E6 was revealed by studies showing that efficient immortal- 
ization of primary human keratinocytes or human fibroblasts 
required the combination of E6 with E7 (14-16). 

Insight into the mechanisms by which DNA tumor viruses 
transform cells has come from the recognition that the 
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virus-encoded oncoproteins interact specifically with impor- 
tant cell regulatory proteins. The E7 protein of the genital 
tract HPVs, similar to the adenovirus ElA proteins (17) and 
the large tumor antigens of the polyomaviruses (18, 19), can 
complex with the product of the retinoblastoma tumor- 
suppressor gene pRB (20, 21). The E7 proteins of the "high 
risk" HPVs, such as HPV-16 and HPV-18, bind pRB with 
•» 10-fold higher affinity than do the E7 proteins of the "low 
risk" HPV types 6 and 11, and this difference in binding 
affinity correlates with the transforming potential of the 
different E7 proteins (21). Like simian virus 40 (SV40) \as%c 
tumor antigen and adenovirus 5 ElB (22-24), the E6 protein 
of the "high risk" HPVs can complex with the p53 protein 
(25), which is now also recognized as having tumor- 
suppressor properties (26, 27). Because of the tumor- 
suppressor properties of pRB and p53, the oncogenic effects 
of these viruses are believed to result, at least in part, from 
these specific interactions. 

In this study we have examined the status of the pRB- and 
p53-encoding genes in a series of human cervical carcinoma 
cell lines previously analyzed for HPV DNA. In each of the 
two HPV-negative cell lines, elevated levels of p53 protein 
were found. Because mutations in the gene encoding p53 can 
cause accumulation of ostensibly inactive p53 aggregates, the 
p53-encoding genes were sequenced and found to be mu- 
tated. In contrast, the levels of p53 protein in five HPV- 
positive cell lines were low, and sequence analysis of the p53 
cDNAs revealed no mutations. pRB appeared normal in the 
HPV-positive cell lines, in that normal-sized phosphorylated 
as well as hypophosphorylated forms of the protein were 
detected by immunoblot analysis. In the HPV DNA-negative 
cell lines, however, mutations in the pRB-encoding gene 
were found that affected the capacity of the encoded proteins 
to be phosphorylated and complexed with adenovirus ElA, 
characteristics of pRB inactivation seen in a variety of other 
tumors. These results support the hypothesis that the normal 
functions of pRB and p53 proteins are abrogated in human 
cervical cancer, either by mutation of the genes themselves 
or as a consequence of specific interaction of these proteins 
with the E6 and E7 oncoproteins. 

MATERIALS AND METHODS 
Cell Lines. The following human cervical carcinoma cell 
lines were obtained from the American Type Culture Col- 
lection: C-33A, HT-3, ME-180, SiHa, C-4II, HeLa, and 
CaSki (Table 1). The Saos-2 cell line was originally derived 
from a human osteosarcoma and was obtained fi-om Stephen 
Friend (Harvard Medical School). Nontransformed primary 
and secondary human foreskin keratinocytes (HFKs) were 
prepared and maintained as described (29). The SV40- 
immortalized HFK cell line (HFK/SV40) was obtained from 
Richard Schlegel (30). The HFK/1321 cell line was immor- 
talized by the HPV-16 genes expressed from the 



AN»ieviations: SV40, simian virus 40; nt, nucleotide(s); HFK. 
human foreskin keratinocyte; HPV, human papillomavirus. 
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Table 1. Human cervical carcinoma cell lines 



Cell line 


HPV DNA 


HPV RNA 


Ref. 


HeU 


HPV-18 


Yes 


3 


C-4II 


HPV-18 


Yes 


3 


SiHa 


HPV-16 


Yes 


4. 28 


CaSki 


HPV-16 


Yes 


4. 28 


ME-180 


HPV 


Yes* 


28 


C-33A 


Negative 


No 


28 


HT-3 


Negative 


No 


28 


•The ME-180 cell 




ported as containing 


HPV 1 



detected with a HPV-18 DNA probe (28). Further analysis of this 
cell line has revealed transcriptionally active HPV sequences that 
are more closely related to HPV-39 than to HPV-18 but for which 
the HPV type number is yet unassigned (Elizabeth Schwarz, 
personal communication). 

human ^-actin promoter (14), the HFK/1319 cell line was 
immortalized by a plasmid (pl319) containing the HPV-16 
early region expressed from the human ^-actin promoter 
(K.M., unpublished work), and the HFK/698 (29) and HFK/ 
769 cell lines were immortaiized by cloned HPV-i6 DNA. 

ImiBDDolo^c Procedares. For immunoblotting, cellular 
protein lysates were prepared from 80% confluent cells in 
lysis buffer (1% Nonidet P-40/100 mM NaCI/2 mM 
EDTA/20 mM Tris, pH 8.0) containing phenylmethylsulfo- 
nyl fluoride (0.01%)/aprotinin (1 /ig/ml)/leupeptin (1 /!%/ 
ml)/NaF (5 mM), and sodium orthovanadate (1 mM) at 0°C 
for 30 min. Lysates were cleared by centrifugation at 15,000 
X g for 15 min and stored at -80°C. Protein concentrations 
were determined by the Bio-Rad protein assay. Samples (100 
/ig) were analyzed by SDS/PAGE followed by immunoblot- 
ting (31). The mouse monoclonal antibodies Mh-Rb-02 
(PharMingen, San Diego) and PAblSOl (32) (marketed as 
AB2; Oncogene Sciences, Mineola, NY) were used to detect 
pRB and p53, respectively. An '"I-labeled sheep anti-mouse 
antibody (Amersham) was used for detection. 

PGR Analyiis, Ckming, and DNA Scquendng. Cytoplasmic 
RNA, prepared by using standard procedures (33), served as 
a template for cDNA synthesis. Reverse transcription was 
followed by PCR amplification, according to the suggestions 
of the manufacturer (Cetus). The primer for reverse tran- 
scription of p53 mRNA extended from nucleotide (nt) 1015 to 
nt 9% with a Hindlll site at the 5' end for subsequent cloning, 
where nt 1 is the adenine of the ATG initiation codon. The 
opposing primer used for PCR amplification extended from nt 
296 to nt 315 and contained a Sal I site at its 5' end. The RB 
sequences for the RB primers used in this study use the 
nucleotide numbering system of Friend et al. (34) and are as 
follows: exon 12 (sense), nt 1171-1190; exon 13 (sense and 
antisense), nt 1300-1321; exon 16 (antisense), nt 1470-1494; 
exon 16/17 (sense), nt 1489-1508; exon 18/19 (sense and 
antisense), nt 1807-1831; exon 20 (sense and antisense), nt 
2005-2026; exon 21 (antisense), nt 2123-2145; and exon 
22/23 (antisense), nt 2321-2339. For genomic analysis addi- 
tional primers derived from RB intron sequences (35) were 
used: CACAGTATCCrTCGACATTGATTTCTG (intron 12, 
sense), CGAACTGGAAAGATGCTGC (intron 13, an- 
tisense), CTCTGGGGGAAAGAAAAGAGTGG (intron 19, 
sense). All RB primers contained guanine- or cytosinc-rich 
regions at their 5' ends and either Sal I (sense primers) or 
BamHl (antisense primers) cloning sites. For PCR analysis of 
genomic DNA, 250 ng to 1 m« of cellular DNA was used as 
a template under the conditions suggested by the manufac- 
turer (Cetus). PCR products were cloned into pUC19 and 
pGEM-1 vectors (Promega), and sequence analysis was 
carried out on several clones from independent PCR reac- 
tions by using modified T7 DNA polynwrase (Sequenase; 
United States Biochemical). 
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RESULTS 

The cervical carcinoma cell lines examined in this study and 
their status with respect to the presence and the expression 
of HPV DNA are summarized in Table 1. To verify that the 
C-33A and HT-3 cell lines were indeed HPV negative, DNA 
from each cell line was further examined by filter hybridiza- 
tion under nonstringent conditions (36) and by PCR with 
consensus primers. Southern blot hybridization at a melting 
temperature (/„) of -45°C with mixed HPV DNA probes, and 
PCR analysis with consensus HPV primers capable of de- 
tecting a wide spectrum of genital-tract HPV types (37) also 
failed to reveal any HPV DNA in C-33A or HT-3 cell lines 
(data not shown). 

Analysis of pRB in Hnnuui Cerrkal Cardnoma CeU Lines. 
At least part of the transforming capacity of the E7 protein 
has been proposed to be a consequence of its ability to 
interact with pRB protein, thus abrogating the function of 
pRB as a negative regulator of cell proliferation. This hy- 
pothesis leads to the prediction that mutations in RB would 
not, therefore, be of selective advantage in KPV-positive 
cancer cell lines. Furthermore, if RB were an essential target 
in human cervical cancer, one might expect RB inactivation 
in the HPV-negative cervical carcinoma cell lines to be 
achieved by other means, such as mutation of the RB gene. 
An immunoblot analysis of pRB was, therefore, done on the 
human cervical carcinoma cell lines (Fig. 1). In each HPV- 
positive cervical cell line normal pRB was detected with 
evidence of both hypophosphorylated and hyperphosphory- 
lated forms of the protein (indicated as pRB and ppRB in Fig. 
1). In contrast, a protein with an altered mobility was 
detected in each of the HPV-negative cell lines C-33A and 
HT-3. A small amount of normal forms of the RB proteins 
could also be detected in the HT-3 cells, possibly from 
admixture of some cells with normal RB proteins (see below). 
The faster migrating forms of pRB seen in each of these two 
HPV-negative cell lines appear as single bands, indicating the 
presence of only the hypophosphorylated form of pRB. 
Complex formation with adenovirus ElA in vitro, an attribute 
of the wild-type protein, could not be detected, providing 
further evidence that pRB protein was abnormal in each of 
these cell lines (data not shown). 
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Fig. 1. immunoblot analysis of pRB in cervical carcinoma cell 
lines. One hundred micrograms of protein extract of each indicated 
cell line was separated on SDS/7.5% polyacrylamide gel and elec- 
trobkHted to a nitrocellulose membrane. The RB protein was de- 
tected with the monoclonal mouse antibody Mh-Rb-02. Positions of 
the pRB protein in hypophosphorylated (indicated here as pRB) or 
hyperphospborylated (ppRB) forms. 
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Structiire ot RB mRNA in C-33A and HT-3 CeM Lines. To 

verify that C-33A and HT-3 cell lines express mutant pRB, 
cDNA representing the pRB mRNA was examined by PCR 
analysis. Altered forms of pRB protein defective in their 
ability to be phosphorylated and to complex adenovirus ElA 
have been demonstrated in a variety of human cancers. 
Because mutations that affect these properties of pRB have 
been mapped to genomic sequences encoding exons 13-22 
(38-40), PCR primers were designed to examine these exons 
in the cDNAs. cDNA from HeLa cells, which contain normal 
pRB, was used as control. 

Analysis of PCR products for the C-33A cell line revealed 
a small deletion, evidenced by the shorter PCR product seen 
with the E18/19 primer and either the E21 or E20 pnmer. 
Sequence analysis of the PCR product revealed a 12-base 
deletion at the 5' end of exon 20, resulting in an in-frame 
deletion of four amino acids (Fig. 2). A similar analysis of the 
HT-3 RB cDNA revealed that exon 13 was entirely deleted 
from the cDNA (Fig. 2). 

DctemtinatkMi of tbe Genomic MutatioB in M in C-33A and 
tTT-3 Ce3 Li»e^ Tw u^icimine the basis for each of iiie ahti c*J 
cDNAs in these two cell lines, we examined the genomic 
sequences surrounding the junctions for the exon 20 splice- 
acceptor site in C-33A and for the exon 13 splice-donor and 
-acceptor sites in HT-3; exon skipping is commonly associ- 
ated with splice-junction mutations (41). A single G -» A 
mutation was found in the exon 20 splice acceptor in C-33A 
cells, and an A G mutation was found in the exon 13 splice 
donor in HT-3 cells (Fig. 3). These mutations were found in 
multiple independent clones of PCR-amplified segments of 
genomic DNA from these ceU lines, indicating that the 
mutations did not represent PCR-generated artifacts. One of 
five clones from the HT-3 cells contained a wild-type RB 
sequence, supporting the observation that the cell line is 
probably not clonal and contains some cells expressing 
normal pRB, seen fainUy in Fig. 1. No mutation was found at 
the exon 13 splice acceptor in HT-3 ceUs. Thus, in each of the 
HPV-positive lines, pRB was normal but apparently com- 
plexed with E7, whereas in the HPV-negative ceU lines 
examined, pRB was present in a mutant form. 

Analysis of p53 In Cervical Cardnonw CeM Lines. Levels of 
p53 protein were examined in these cell lines by immunoblot 
analysis with mouse monoclonal antibody 1801 to human p53 




HT-3 BB mflNA itructurt 

h H 

Fig 2 Schematic representation of mutations in RB mRNA 
determined from PCR analyses and DNA sequence analysis. The 
structure of nonnalRB mRNA is shown at top. The RB mRNA from 
C33-A ceUs has a deletioo of 12 base pairs (bp) at the beginning of 
exon 20, resulting in in-fraroe dektion of four amino acids. The RB 
mRNA fiwn HT-3 ceUs contains a precise deletion of exon 13, 
resultii« in in-frame deletion of 39 amino acids. 
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r-ar.An(rgTATCgg cTAGCC:5^-- — ™ 

■ CAC^GTATCGGCTAG jCa.. <^ »«?u»nc» in C-33A 



^,..-::>:G AAArrQQATCACAgt3TAACTTGAATTC-. 
..GAAATTGGATCAcihGTAACTTGAATrC... 



Fic. 3. Genomic muutions in the RB gene in C-33A (Upper) and 
HT-3 (Lower) cell lines. In the C-33A ceU line a G — A mutation 
occurs at the intron/exon 20 splice junction. A new cryptic splice 
acceptor is used 12 bases downstream. The HT-3 cell line contains 
an A G mutoUon at the -2 position of the 5' spUce junction, thus 
sltipping exon 13. 

(32). A specific band of p53 was detected in HFKs and in each 
of the cervical carcinoma cell lines (Fig. 4A). Saos-2 cells 
were included in this analysis as a negative control because 
they do not contain or express p53 (42). p53 levels in the 
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Fig. 4. Immunoblot analysis of p53 in human cervical carcinoma 
cell lines and in HFKs. Equal amounts <rf protein (100 m) extracted 
from several human cervical carcinoma cell lines (A) or HFK cell 
lines immortalized by cloned viral plasmids (B) were separated 
through SDS/10% polyacrylamide gel before electroblot transfer to 
nitrocellulose filters. In these experiments, the human osteosareoma 
ceU Une (S«o»-2), which does not contain p53 (42), and secondary 
cultures of HFKs, which express very low levels of p53, served as 
controls. The p53 protein was detected using mouse monoclonal 
antibody PAb 1801 (32), as described. An AMBIS scanner (AMBIS 
Systems, San Diego) was used for measurement, and p33 levels are 
expressed relative to the level in nonimmortalized HFKs. In subse- 
quent cultures of HT-3 cells, the p53 level was <4.0 in relative level, 
seen in the experiment of A with a relative level of 2.0. 
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carcinoma cell lines were measured and are expressed rela- 
tive to the p53 level detected in HFK cells, which is ex- 
tremely low, as it is in most primary cells. A previous analysis 
of p53 in HeLa cells reported no detectable protein despite 
the presence of translatable mRNA (43); however, very low 
p53 levels could be demonstrated in HeLa cells in this 
analysis. This result was similar to that seen with the four 
other HPV-positive cell lines examined (Fig. 4A), in which 
p53 levels detected ranged from 0.3- to 1.8-times that found 
in secondary cultures of HFKs. Thus, in nontransformed 
HFKs as well as in HPV-positive cervical carcinoma cell 
lines, the levels of p53 are very low. The low p53 levels in 
these cell lines contrasted with those found in the two 
HPV-negative cervical carcinoma cell lines studied. In the 
experiment depicted in Fig. 4A, p53 levels in C-33A and HT-3 
cell lines were 9.6- and 4.0-timcs that of HFKs. 

Analy^ of pS3 and pRB in SV40 and HPV-ImniortidiiMi 
KeratiiMicytes. These results with the cervical carcinoma cell 
lines prompted examination of p53 levels in a series of human 
keratinocyte lines immortalized by HPV-16 and by SV40. 
The E6 oncoprotein of the HPV types associated with cervical 
cancer can exist in a complex with p53 in in vitro assays (25) 
and can promote its degradation in vitro (44). In contrast, S V40 
large tumor antigen, which also complexes p53, increases the 
half-life and steady-state levels of p53 in transformed cells (45). 
The levels of p53 were therefore measured in a series of four 
independent HFK cell lines immortalized by different plas- 
mids expressing the full HPV-16 genome or portions of the 
HPV-16 early region containing E6 and E7. The levels of p53 
were measured directly from the immunoblot and compared 
with the level in nontransformed HFKs. The levels observed 
for the individual HPV-16-immortalized lines did not differ 
markedly from that of the HFKs, varying from 0.4- to 
1.2-times (Fig. 4B), and, as such, were similar to levels seen 
in HPV-positive cancer cell lines. The finding that p53 levels 
in HPV-positive cell lines decreased only modestly compared 
with HFK cells was unexpected because of the striking 
degradation of p53 proniotcd by E6 seen in vitro. This result 
suggests that in vivo p53 proteolysis is probably regulated, 
and perhaps the effect of E6 on this process is restricted to 
certain times in the cell cycle. As anticipated, the p53 level 
in the SV40-immortaIized HFKs was markedly elevated over 
that of the nonimmortaJized HFKs (45). Immunoblot analysis 
of pRB in these immortalized cell lines revealed normal levels 
of phosphorylated and hypophosphorylated forms of pRB 
(data not shown). 

DeterminatkMi of p53 Mutatfoos in HPV-Negalive Cervical 
Cancer Cell Lines. That the p53 levels in C-33A and HT-3 cell 
lines were elevated suggested that the gene was potentially 
mutated in each of these cell lines: mutated forms of p53 often 
have extended half-lives and are thus found at higher steady- 
state levels (46-48). PCR amplification of the cDNA region 
spanning the evolutionarily conserved p53 region often mu- 
tated in cancers (codons 117-309) (49) was therefore carried 
out, and multiple clones were sequenced. Point mutations 
resulting in amino acid substitutions were found in the pS3 
cDNAs in C-33A and HT-3 cell lines within this region, 
affecting codons 273 and 245, respectively. A CGT TGT 
at codon 273 in C-33A cells resulting in an amino acid change 
of Arg -> Cys was found, and a CJGC -* GTC at codon 245 
resulting in a Gly -» Val substitution was found in HT-3 cells. 
Multiple independent clones verified these mutations. These 
p53 mutations have also been independently noted in each of 
these two cell lines (T. Crook and K. Vousden, personal 
communication). 

Despite the low levels of p53, the p53 genes might also be 
mutated in the HPV-positive cell lines. The same conserved 
region of p53 analyzed above was therefore amplified and 
sequenced from the cDN A of each of the five HPV-positive 
cell lines. No p53 gene mutations were found. 
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DISCUSSION 

Approximately 85% of human cervical cancers harbor HPV 
DNA sequences (1, 50), and the viral E6 and E7 oncoproteins 
are generally expressed within these tumors (3-6). The 
tumor-suppressor proteins pRB and p53, which can be com- 
plexed by the E7 and E6 oncoproteins, respectively (20, 21, 
25), may be relevant targets of the HPVs. Indeed, mutations 
that inactivate or alter the functions of each of these genes 
characterize many different human cancers. Mutations in RB 
that eliminate expression of the gene or result in a truncated 
or functionally altered product have been demonstrated in a 
variety of human cancers other than retinoblastomas, includ- 
ing sarcomas, small cell carcinomas of the lung, and breast 
cancers (51). Mutations in the p53 gene have been similarly 
detected in a high percentage of colon, breast, lung, brain, 
and esophageal human cancers (49). 

The availability of a series of HPV-positive and HPV- 
negative human cervical carcinoma cell lines provided the 
opportunity to evaluate whether or not genetic events that 
altered pRB and p53_might playj role in this, cancer. The 
results were consistent with the hypothesis that pRB and p53 
regulatory functions are commonly annulled in human cer- 
vical cancers, either by mutation in the HPV-negative cases 
or as a consequence of their complex formation with the HPV 
E6 and E7 oncoproteins. 

The binding of viral oncoproteins to pRB is thought to 
functionally inactivate its tumor-suppressor activity. The ac- 
tive form of pRB appears to be the hypophosphorylated form 
of the protein (52-54), and it is this form that is preferentially 
found in complex with S V40 lar^ tumor antigen (55) and HPV 
E7 (K.M., unpublished observation). By this model, one 
assumes that the functional form of pRB is bound in an inactive 
complex, no longer inhibitii^ cellular proliferation. 

In human retinoblastomas and other sporadic cancers, 
mutations in RB have been compiled and found to map to 
regions of the cellular protein involved in complexing with 
the viral oncoproteins (38, 39). The mutated forms of pRB 
found in cancer cells can no longer complex with viral 
oncoproteins, suggesting that the former proteins may also be 
deficient in their ability to associate with the normal cellular 
targets of pRB (38, 39, 56). In addition, these mutated forms 
of pRB are impaired in their ability to be phosphorylated (38, 
39, 56). The mutated forms of pRB in C-33A and HT-3 cells 
have these same characteristics in that they were not phos- 
phorylated and could not complex with adenovirus ElA. The 
mutations in each of the cell lines mapped to splice junctions 
affecting exons 13 and 20, respectively, and fall within the 
domains of pRB necessary for complexing the viral onco- 
proteins. The splice-acceptor mutation in C-33A cells leads to 
the in-frame deletion of four amino acids through the use of 
an alternate acceptor site 12 nt downstream. The splice-donor 
mutation in HT-3 cells (AGGT -* GGGT) results in the 
precise deletion of exon 13 from the mRNA. Mutations in the 
5' splice junctions that result in exon skipping have been 
previously described at the -1, +1, and +2 positions, but to 
our knowledge this is the only example of a naturally occur- 
ring mutation with this effect at the -2 position (41). 

The complex formation between the viral oncoproteins and 
p53 is also thought to inactivate the normal function of p53 in 
regulating cell proliferation. In S V40 and adenovirus 5-trans- 
formed cells, association of the virus-encoded oncoproteins 
and p53 increased half-life and steady-state levels of p53 (45). 
The association of HPV-16 or HPV-18 E6 in complex with 
p53 has been demonstrated in vitro (25). Because of this 
association in vitro, p53 is targeted for degradation through 
the ubiquitin-dependent proteolysis system (44). As antici- 
pated, the p53 level in SV4(Wmmortalized keratinocytes was 
very high, and the levels in the several lines of HPV- 
immortalized keratinocytes examined were quite low, al- 



Medical Sciences: Schcffner et al. 

though still detectable. Low levels of p53 were also found in 
HPV-positive cervical carcinoma cell lines, indicating that 
the E6 association with p53 does not cause an increase in its 
steady level in vivo. Relative to non immortalized HFKs, the 
steady-state level of p53 measured in Fig. 4 was lower in four 
of five HPV-positive cervical carcinoma cell lines examined 
and in three of four independent HPV-immortalized HFK 
lines. Assuming that the E6-promoted degradation of p53 
seen in vitro is of physiological significance, these data 
indicate that not all cellular p53 is targeted by E6. This 
discrepancy between the marked in vitro degradation of p53 
promoted by E6 and the modestly decreased levels of p53 
seen in vivo is yet to be understood. 

The elevated levels of p53 seen in the C-33A and HT-3 cell 
lines suggested that this gene might be mutated in each of 
these two HPV-negative cell lines; this possibility was con- 
firmed by direct sequence analysis of cDNA from each line. 
The mutations affected codons 245 and 273 and, as such, map 
to an evolutionarily conserved domain in which many mu- 
tatjons have been detected in a variety of human cancers (49). 

1 Ilia study provides evidence that p53 and pRB are rele- 
vant targets in cervical carcinogenesis. Inactivation of these 
two cellular tumor-suppressor proteins through their inter- 
action with E6 and E7 may be the functional equivalent of 
specific mutations in the p53 and RB genes. Some mutations 
in p53 may actually result in a gain of function (57), something 
that may not be achieved by the E6/p53 interaction. Fur- 
thermore, such activating p53 mutations could even be as- 
sociated with neoplastic progression in some HPV-positive 
cancers if the mutated p53 were not able to complex with E6 
and were therefore not targeted for degradation. 
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this aaivity ii dcpeiidcnl on the ability of ihc two proteins lo 
foim a complex.'-" 'Hie consequence of E6 expression 
following HPV infection is likely, therefore, to be a loss of 
funaional mld-typc p53 protein within iJie cell. However, 
primary cervical tumours do occur in the absence of l U'V 
infection and two studies ' indicate a worse prognosis for 
HPV-negativc cancers. 

of anal cancers have suggested an inverse correlation 
between presence of Hl'V sequences in tliesc cancers and 
proicncc of somatic p53 mutation. Six HPV positive 
cervical cancer cell lines expressed wild-type p53, whereas 
two apparently HPV-negativc lines expressed p53 mRNA 
with point muuition in evolutionarily conserved codons." 
In addition, analysis of HPV-positive primary anal cancers 
revealed that these retained wild-type p53 coding sequences, 
whereas rare HPV-negative tumours all contained 
heterozygous p53 point mutation in conserved codons.'^ 
'ITiese data imply that loss of wild-type p53 function is a 
critical event in the pathology of anogcnital cancer, and that 
in tlie absence of a virally encoded E6 protein that mediates 
p53 degradation this loss of function occurs via somatic 
mutation. We have examined this hypothesis by 
investigiiting the correlation bcrivccn HPV infecitun aiitl 
p53 mutation in a series of primary cervical atncers. 

Patients and methods 

Tissue samples were obtained from 28 paucnis undergoing 

ciiagnoscd by colposcopically directed punch or mmioonc biopsy. 
Mm removal of the uictus, tissue was taken from the primary 
tumour and uninvolvml vaginal cuIT, and frozen rapidly to - 70"C. 
Sections of tumour were stained by hacmatoxylm and eosin for 

tumour and stromal nuclei in the samples, point ooununB «-as done 

RESULTS OF ANALYSES OF CERVICAL TUMOURS 




shoH-ing that ihcsc samples conaincd between 55% and 85% of 
lumour cells; differences in the observed scores were related to the 
pancm of tumour growth, some tumours growing as soUd masses 
and others as islands infiltradng the stroma. 

High^molccular-wei^t DNA isolation, poh-merasc chain 
reaction (PGR) analysis for HPV types, and cliromosome I7p 
restriction fragment length polj-morphism (RFLP) analysis of 

PGR sequencing ivas done essentially as dncribed previously," but 
uiUi some methodological modifications and additional primers for 
both PGR and sequencing to allow sequencing of die entire coding 

thMuihor'^s. nrieny, PGR rraciions incited I |ig of genomic DNA 
in 100 (il reaction volumes containing 50 nmol/1 of each pnincr and 
2 units of Tag polj-mcrase {Promcgn, Madison, Wisconsin, USA). 
When sumcicnt mmour material was available, total cellular RNA 
iv-ds isolated from snap-frozen tissue by guanidinium/phenol 

/Vsymmetrically amplified single-strand DNA was punfied and 
sequenced "ith ll DNA poljTnenise (Promega) and "S-dA'lT. 
Amplifietl nucleic adds were resolved on 6% polyacrylamidc gels. 
Each tumour DNA was sequenced throughout die entire p53 
coding sequence. Proposed mutations were confirmed on boUi 

sequences fmm normal vagina! tissue were also sequenced to 
confinn Uiat the mutations were specific to the nunour tissue. 

Results 

Results for each tumour are surrunariscd in the table. 
Cancer DNAs were typed for HPV by Southern blotting, 
and those negative by Southern blotting were subjeacd to 
PGR analysis. Of the 28 tumours, 5 were adenocarcinomas, 
of which 3 were HPV15 positive and 2 were HPV18 
positive. The remaining 23 tumours were of the squamous- 
cell type (17 HPV16 positive and 3 HPV18 positive). 3 
squamous-ccll cancers negative for HPVI6 and HPV18 by 
Southern blot and PGR were tested for HPV types 6b, 1 1 , 
31, and 33 by type-specific PGR analysis and found to be 
negative for these viruses. Since we tested for die types of 
genital HPV commonly found in European cervical cancers, 
we assume that HPV-negative tumours arose via a tare 
HPV-independent mechanism. 

DNA from paired normal and tumoitr tissue specimens 
from 17 patients was subjected to RFLP studies of 17p 
allelic deletion by digestion with Psil and Southern blot 
hybridisation analysis with the probes pl44D0 and 
pYNZ22. DNA from more dian 85% of normal tissue 
specimens shows two aJJelcs witli at least one of diese 
probes." One patient was homozygous for both loci and 
hence noninformative. Normal t issue from the remaining 1 6 
patients showed two alleles with one or both probes, and no 
evidence for I7p deletion was found in any of the 
corresponding tumotirs (table). Contamination of tumour 
sample with normal tissue was sliglit since no evidence for 
allelic imbalance was seen. Representative blots are shown in 
fig!. 

The entire p53 coding sequence of 24 tumours was 
determined by asymmetric PGR with either genomic DNA 
or reverse-transcribed total RNA as the PGR substrate. 
PGR was done with primers derived from the published 
cDNA sequence" or, when genomic DNA was used, p53 
intron sequences (L. Grau-ford, personal communication). 
Exons 2-10 were sequenced in their entirety with intron- 
derivcd and exon-derivcd sequencing primers. In cadt of 
the 21 HPV-positive tumours, the p53 coding sequences 
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-onraminaiit, heteror/gosin oi" Uie |)53 mutation is 
.-on-ii5tcnt with the lack of .illchc deletion ?tA mibalaric; seen 
in the 2 HPV-ncgative oimemrs tor which sutTicient DXA 
A-as available fur RFLP analysis. ITie 3 somatic p53 pern: 

urancls of DXA from two separate PGR -c-actunns, aad v,'ere 



were wild-iype. By cxinlrast, the 3 HPV-ncgativc tumours 
contained siimatic p53 point mutations. Tumour 325 had a 
muiaiion identical ro that seen in Ac C33a cell Imc— 
namely, CGT — TGT at codon 273, converting argininc to 
e-\'stcinc. Tumour 343 had a codon 249 mutation, 
AGG-'AGT, converting arginme to serine, and tumour 
385 had a codon 240 mutation, AGT-A'IT, c-onvening 



i -> 'X 



Discussion 

Our finding of flPV sequences in 2S of 2H primari' 
cervical tumours is consistent with i>iher rep^irts of an 
S0-9()V„ prevalence ot transforming HPV siibtvpes in these 
ntmours,' '' '» ;ind confirms that m the UK' most primiiry 

lines," it might be argued that the presence of such 
mutations in two 1 !PV -negative lines was required for their 
adaptation for growth in culture. Our study is the first to 
show that this relation is also true for prunary cervical aincer 
and as such provides indirect but strong evidence of the role 
of HPV in the aetiology of most ol these tumour,. Our senes 
is not large enough for statistical analysis, but when our data 
are combined with chose reported previously for anal cancer 
(6 HPV-positivc cases, aU p53 wild-type; 3 HPV-negaOve, 
all with p53 point missense mutations;'-' the mverse relation 
belween HPV posicivity and p53 mutannn is highly 
significant (p < 0 0001 , Fisher's exact test). 

Whereas p53 mutation,, often accompanied by allelic loss 
at 1 7p, is common in epithelial cancers,'* - 'it is apparent that 
in primary anogemtal cancers containing HPV sequences 
such p53 abnormalities are rare. .VloreovcT, in all primar>' 
anogenital cancers we have analysed, dcteaable p53 
mutation is confined to HPV-negativc tiimours. 
Asymmetric PCR sequencing provides an average measure 
of p53 sequences in the lumour tissue analysed, 'nterefore, it 
is possible that there are small population.s of cells within llic 
tumour that contain mutant p'S3 alleles at an insufficiently 
high frequencj' to be detected on the sequencing gels. This 
possibility could be addressed by sequencing many plasmid 
clones of p53 PCR products, although this approach is itself 
complicatetl by the high frequency of point muiation 
generated by the amplification procedtire, a problem 
circ-univentcd by a.symmctric PCR sequencing. 
Nevertheless, the absence of evidence of mutant alleles in 
our s-tudy implies that most p53 sequences m HPV-positive 
tumours are wild-type — ic, clonal p53 mutation is not a 
requirement for the pathogenesis of HP\'-positivc primary 
anogenital cancers. 

p53 mutations in HPV-negative tumours have been 
described previously in other human cancers. G-'T 
transversions restiMng in a serine for argii-.ine substitudon at 

hepatocellular carcinomas, and it is possible that the 
specificity of mutarion seen in these cancers is the result of 
exposure to the mutagen aflatoxin B,. The same mutaiion 
has also b=ren detected in p53 from a lung cancer.-'' 'When 
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p53 Mutation and MDM2 Amplification in Human Soft H^ue Sarcomas* 



Fredrick S. Leach, Tak^ Tokino, Paul Mdtzcr, Marilee Burrell, 
David Sidransky, Kennctih W. Kliudcr, and Bert V^tetcin' 



D. OiliMr, Sharon Smith, David E. Hill, 



lerathMi ot p53, comi^ oT poM 
•Oon, were detected la one-third (■ of 24) of Ike larcemw. UDM2 k«m 
■mplMlcatiMi was detected In •nothcr 8 tawean, but no tumor contatecd 
■n tfleratkM at both gcocf. MMMckMai Mtfbodlcf rcMtive »ttk Ike ka- 
man MDMll Rene imdnct were dcvdi^ied, asA kmomiMmiAimiai 
ttMiisrsk rfi»«ile^ !?=ai!zatfoa and overei'-prwlw -» M^^HJ In 

thoM Miman wtth unpliflcd MDM2 gmm. Tktw data mpport Ike kjr- 
polhesis thai pS3 and MDM2 genetic aHerations are aiteroatfve mmOm- 
nbm for liuctlviUng the lanw regulatofy iMthway for npitrenfaig cett 

Introduction 

The p53 gene is mutated in many, but not all, hutnan malignancies 
(1). What is the role of p53, if any, in those tumors without evittent 
p53 mutation? Three jXKsibiiities can be considered. First, pS3 mu- 
tations could exist but be umtetectable by standard methods (e.g., 
mutations in introns which affect expression). Secotid, mutations 
could exist in other genes that interact with p53 or are downstream of 
p53 and result in an identical physiological defect within the cell. 
Third, mutations in (Hher genes, tMaliy unrelated to pS3, could occur 
in some tumors, resulting in a transformation process that is qualita- 
tively different from that occurring in p5i-mutant cells. 

In the current study, we sought to address aspects of this impcMiant 
question in human soft tissue sarcomas. Previous analyses of these 
tumors have revealed that p53 abnoimalities are relatively frequent 
Oa-60%) (2-6). Mweover. a gene (MDM2), the product of which 
binds to pS3 (7), has been shown to be amplified in a subset of such 
tumors (8). If a major effect of MDM2 amplification were to inactivate 
the pS3 gene product, one would expect that those tumors with MDM2 
gene amplification would be devoid of pS3 mutations and vice 
versa — ckxible mutations in both p53 and MDM2 would be redundant 
for the neoplastic proMss and would provide no selective advantage 
over that conferred by mutation in only one of the two genes. This 
hypothesis was tested in (he current study using genetic and immu- 
nohistochemical methods. 

Materials and Methods 



I. Ten primary malignuu fibrous hisliocytonias and 13 primary li- 
s from 23 patient were frozen immediuely afto^ sutgeiy. The 
OsA-CX cell line was derived from a sarcoma tbM oixuned in biMie (9) bw had 
histological features characteristic of a malignant fibrous histiocytoma and is 
considered here to be a tumor of the latter type. Most of these tumori have 




previously been evaliuied for MDM2 gene amplification (8) but not for ex- 
pression of MDM2 or altenlion of p53. 

ONA Anatyiia. p53 exons S, 6. 7. uid 8 were amplified using the poly- 
n as previously described (10) excefK lh« the 3' primer 
contained an irtiftcial BamW sitt and the 3' primer contuned an artificial 
£roR] site. The resultant I.S-Ulobase PCR' product was digested with £roRI 
aiMl BamM, gel (Ntrified. and cloned between the BamHl and £roRI sites of 
pBluescript (Sttatagoie). DMA purified from pools of at least 100 clones was 
sequenced with primers specific for each exon (10). Southern blot analyus was 
performed by digesdr.g 4 jag of DNA wiiSi £ri.R!. separating the f;agr.i£..!i by 
gel electrophoresis, and transferring diem to nylon fillers. The DNA on filters 
was then sequentially hybridized with probes for UDM2 (clone Ci4-2: Ref. 8). 
for p53 (i.g-kilobase ccmi^mentary DNA containing all coding exons: Ref. 
II). and for control sequences on chromosome I7pl2 (EW503; Ref. 12). Probe 
labeling and hybridization were performed as previously described (8, 13). 

MoBodoMri AntflMdy Pradwrtfoa. Femak (BALB/C x CS7BL/6) Fi 
mice were immunized and boosted by i.p. injection of purified GST-MDM2 
n Ribi ad^vant (Ribi Immunochem Research. Inc.). The fusion 
s 27 to 168 of MDM2, was expressed in £i- 
cherickm coti and purified using glutathione Sepharose. Hybridomas were 
produced as described (14, IS), excqM that lest bleeds Hid hybridonus were 
screened for anti-MDM2 reactivity using trpE-MDM2 and purified GST- 
MDM2. Two hybridomas were isolated which appeared to react specifically 
with MDM2. One of them. mAb IF-2. was found to be particularly useful since 
it was reactive with human MDM2 in Western blocs. inuiwnoprecipitMion. and 
immunohistochemical assays (on fn»en, but not (nrafTin, sections). 

I of 6-tun ihickness were fixed 
e (Amresco) for 10 min followiiqi air drying. After blocking 
endogenous peroxidase activity with 0.3% HjOj in methanol, the section was 
incubated with goM serum for 30 min at ro 
with antibodies diluted in goal scrum for 2 h at rt 
ified chamber. The antibodies used were IF-2 (specific for MDM2, used at 5 
Mg/ml), 1801 (specific for p53, used at 0.5 (ig/ml; Oncogene Science), and 
CF-II (same Ig isotype as IF-2. generic against an iirelevant protein, Ref. 
IS, and used at 10 pgAml as a negMive ccmtrol; no staining wm observed in 
sections adjacent to those shown in Fig. S). Fcdiowing washing with phosphtte- 
buffiered saline, the sections were incubattd widi biotinylated go« utti-mouse 
Ig and developed with a horseradish peroxidase system (Vectastain Elite, 
VecttJrLabs). 



To search for gross alterations of the p53 gene, DNA from each of 
the 24 sarcomas was digested with £coiU, and Southern blot analysis 
was performed with the pS3 probe. In three of the tumors, a deletion 
of the normal-sized IS-kilobase fragment was observed, as evidenced 
by the very faint bands at this position (Fig. I, Lanes I. 4, and 6). 
Ethidium bromide staining demonstrated that all lanes contained equal 
quantities of undegraded DNA (not shown). To demonstrate the spec- 
ificity of the p53 (kletions, the blots were rehybridized with another 
probe for chromosome I7p. Fig. I (bottom) shows that the EWS03 
probe, detecting sequences on chrotnosome I7p near p53 (12), effi- 
ciently hybridized to a 3.3-kilobase DNA fragment from all tumors. 
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including tumon 1 , 4, and 6. Of the three tumors with deletion, two 
showed a total absence of signal (Lanes 4 and 6), while one showed 
two smaller-size bands reaciivs-wiiii the p53 probe {Lane i ). TBese- 
bands were not the result of contamination with plasmid DNA, as 
shown by the absence of hybridization to a radiolabeled probe con- 
taining only vector sequences (not shown). Thus, deletion of p53 in 
lunwr I was associated with at least one intragenic rearrangement, 
whereas the deletions observed in tumors 4 and 6 were the result of 
rearrangements the borden of which were outside the region detected 
by the p53 prt>be. 

Fig. I also shows examples of MDM2 amplification, noted in 8 of 
the tumors studied (Fig. 1. Lanes 3 and /O: Table 1). Each of these 8 
tumors contained at least 10 copies of the MDM2 gene/cell. The p53 
and EW503 probes served as controls for DNA loading and transfer. 
No rearrangements were noted in tumors with or without amplifica- 
tion, since only the expected fragments of 8, 4. and 3 lulobases were 
observed. Longer exposures revealed the same size fragmenu in the 
tumors without amplification of MDM2 (not shown). 




To detect subtle sequence aitciations of pS3, exons 5-8 were se- 
quenced. These exons have been shown to harbor most of the point 
mutations observed in human tumors (reviewed in Ref. 1). In each 
case, a PCR product containing exons 5-8 was cloned, and a pool of 
«t least 100 clones was sequenced. Foiff^sarcomas" contained point 
mutations demonstrable in this assay. Two of these (tumors 2 and 12) 
contained misscnse mutations; one tunwr (tumor 15) contained a 
nonsense mutation; and another (tumor 18) contained a mutation 
altering a consensus splice site (Table I). In these four cases, the 
signal corresponding to the normal nucleotide sequence of p53 was 
weaker than that of the mutant nucleotide, sug^ting that the mix- 
tion was accompanied by a loss of the wild-type allele, with the 
residual signal contributed by nonneoplastic cells within the tumor 
(not shown). In each of the four cases, an independent PCR and 
sequencing reaction were performed to confirm the mutation. 

For seven of the nimors used in this study, frozen samples were 
available for immunohistochemical analysis. In five of the tumors, 
little or no reactivity widi the p53-specific antibody was observed, a 
resuh consistent with the absence of p53 mutation. In contrast, two 
tumors (tumors 2 and 9) showed strong nuclear staining with the 
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antibody (Fig. 2). In tumor 2. this reactivity was expected because the 
tumor contained a missense mutation (Table I). In tumor 9. no mu- 
tation in exons 5-8 was detected, and the mutation giving rise to the 
ovefexpression was presumably outside the region sequenced. There 
is ample precedent for occasional p53 muutions outside exons 5-8 in 
other tumor types (I. 16). 

To evaluate MDM2 expression at the cellular level, we produced 
monoclonal antibodies against bacterially generated fusion proteins 
containing residues 27 to 168 of MDM2. Of several antibodies tested, 
mAb IF-2 was the most useful, since it detected MDM2 in several 
assays (see "Materials and Methods"). For initial testing, we com- 
pared proteins derived from OsA-CL, a sarcoma cell line with MDM2 
amplification but without pS3 mutation (Table 1) and prtxeitis from 
SW480. a colorectal cancer cell line with pS3 mutation (II) but 
without MDM2 amplification (dau not shown). Fig. 3 shows that the 
mAb IF-2 detected an intense M, 90.0(X) band plus several other bands 
of lower molecular weight in OsA-CL extracts, and a much less 
intense A/, 90,(X)0 band in SW480 extracts. We could not distinguish 
whether the low-moleculir-weight bands in OsA-CL were due to 
protein degradation or alternative processing of MDM2 transcripts, 
the more than 20-fold difference' iiT intensity between the stgiuds 
observed in OsA-CL and SW480 is consistent with the greater than 




MDM2 p53 

Fl(. 3. Wtaen Mot Hulyni iiiiB« monocloiwl aodbnfia lo MOM2 or pSS. HIty w 
at mil odhite pnKiM tnm OtA-CL or SW4S0 cell* woe omiI ror WeMca bkN 
HMlyA. M daKTilad in "Mattiul* Md M«ba<k.- I^i pmibai of moiwntar mtftal 
mifkatt. in UlodiliDii*. it (ivai <m die rtglu. 



20-fold difference in MDM2 gene copy nimiber in these two lines. 
Conversely, the W, 53.000 signal detected with pS3-specific mAb 
1801 was much stronger in SW480 than in OsA-CL, consistent with 
the presence of a mutated p53 in SW480 (Fig. 3). 

Cells grown on coverslips were then used to assess the cellular 
localization of the MDM2 protein. A strong signal, exclusively nu- 
clear, was observed in OsA-CL cells with the IF-2 mAb. and a weaker 
signal, again stricdy nuclear, was observed in SW480 (Fig. 4). The 
nuclear localization of MDM2 is consistent with previous studies of 
mouse cells (17) and the fact that human MDM2 contains a nuclear 
localization signal at residues 179 to 186 (8). Reactivity with the 
p53-5pecific antibody was also confined to the nuclei of these two cell 
lines (Fig. 4). with the relative intensities consistent with the Western 
Mot resuitt (Fig. 3). 

The IF-2 mAb was then used to stain the seven primary sarcomas 
noted above. The nuclei of two of them (tumors 3 and 10) stained 
strongly (Fig. 5). Both of these tumors contaiited MDM2 gene ampli- 
fication (Table I). In the five tumors without amplification, little or no 
MDM2 reactivity was observed (example in Fig. 5). 

DiKnaatM 

The results of this study show thtt at least two-thirds of the soft 
tissue sarcomas analyzed contained alterations of p53 or MDM2. 
Importantly, tumors contained either a p53 alteration or an MDM2 
alteration, but not both. This distribittion was signiflcani (/> < 0.013, 
X^) and suppofU the hypodiesis that the major effect of MDM2 am- 
plification is identical to that lesuUing from p53 mutation: otherwise, 
p53 gene mutations would be expected to occtir at equal frequencies 
in tumors with or without MDM2 ami^ficttion. 

This interpretation is consistent with biochemical and physiological 
dau documenting pS3-MDM2 interaction. MDM2 is an oncogene ( 1 8, 
19) which binds to pS3 in vivo and In vitro (7, 8). pS3 is thougta to 
fimctioa by transcriptionally activatiiig target genes through an acidic 
activation domain located at codons 20-42 (reviewed in Ref. 20). 
These target genes contain two copies of a 10-base pair p5i-specific 
DNA binding motif within thdr controlling regioiu. Overexpression 
of MDM2 has been shown to inhibit the ability cX p53 to stimulate 
expression from such target genes (7, 21). Moreover, it has recently 
been shown that this inhibitioa is likely to resuk from MDM2 binding 
directly to the acidic activation domain afp53, ctmcealing it from the 
transcriptional machinery (21). Thus, the biochemical data are in 
accord with the results presented here; one would expect that either 
p53 or MDM2 would be altered in a given sarcoma but that mutations 
in both genes woukl be functionally redimdant and should not be 
observed. 







The closest analogue to the MDM2/p53 relationship in sarcomas is 
provided by E6/p53 in cervical cancers (22). The E6 oncoprotein 
encoded by HPV types 16 and 18 can functionally inactivate p53 (23). 
Accordingly, it has been reported that cervical cancers with HPV 
infection infrequently coniajn p53 gene mutations (24). However, 
there have been some exceptions to this paradigm, since tumors con- 
taining bodi HPV sequences and p53 mutations have been discovered 
(2S). It remains to be seen whether similar exceptions regarding 
MDM2 and p53 will be found as additional sarcomas are analyzed, but 
the pteseiK data suggest with high statistical significance that alter- 
ations of these two genes are mutually exclusive. 

Finally, what about the soft tissue sarcomas (one-third of the total) 
without evident pS3 mutations or MDM2 gene amplification? It is 
possible that more detailed analyses of such tumors will reveal other 
alterations of p53 or MDM2, such as point mutations ouuide exons 
5-* in p53 or increased expression of MDM2 in the absence of 
amplification. Alternatively, some of these tumors might progress 
through genetic events that involve a totally different pathway. It will 
be of intoest in the future to correlate histopathology, disease course, 
and response to dierapy in sarcomas with and without alterations of 
pS3 or MDM2. Additionally, fiirther examination of such tumors 
might allow the discovery of genes other than MDM2 Uiat can fiinc- 
tionally inactivate p53 or its downstream effectors. 



The authors thank T. Look for providing 0»A-CL celU, D. I 
advice on hislopatbological features, and T. Gwiazda for preparation of the 
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Clinical Research Building, Philadelphia, Pennsylvania 19104, LBA 



Despite extensive data linking mutations in the p53 gene to 
human tumorigenesis', little is known about the cellular regulators 
and mediators of p53 function. MDM2 is a strong candidate for 
one such cellular protein; the MDM2 gene was originally iden- 
tified oy virtue of its amplification in a spontaneously transformed 
derivative of mouse BALB/c cells^ and the !VID!Vf2 protein sub- 
se4|uently shown to bind to p53 in rat cells tninsfected with p53 
genes^''*. To determine whether IV1DM2 plays a role in human 
cancer, we have cloned the human MDIM2 gene. Here we show 
that recombinant-derived human IVIDIV12 protein binds human p53 
in Difro, and we use MDM2 clones to localize the human MDM2 
gene to chromosome ]2ql3-I4. Because this chromosomal position 
appears to be altered in many sarcomas^^ we looked for changes 
in human MDM2 in such cancers. The gene was amplified in over 
a third of 47 sarcomas, including common bone and soft tissue 
forms. These results are consistent with the hypothesis that IV1DM2 
binds to p53, and that amplification of MDM2 in sarcomas leads 
to escape from p53-regulated growth control. This mechanism of 
tumorigenesis parallels that for virally-induced tumours'-', in 
which viral oncogene products bind to and functionally inactivate 
p53. 

To obtain human complementary DNA clones, a murine 
MDM2 cDNA probe was used to initiate cDNA walking in a 
human library (see legend to Fig. 1 ). Sequence analysis of 25 
clones revealed several cDNA forms indicative of alternative 
splicing. The predominant human form is compared with its 
murine counterpart in Fig. 1. There was an open reading frame 
extending from the 5' end of the human cDNA sequence to 
nucleotide 1,784. Although this signal for translation initiation 
could not be unambiguously defined, the ATG at nucleotide 
312 was considered the most likely position for several reasons. 
First, the sequence similarity between human and mouse MDM2 
declined dramatically upstream of nucleotide 312. Second, an 
inverse polymerase chain reaction (PGR) was used in an attempt 
to acquire additional upstream cDNA sequence'". The 5' ends 
of the PCR-derived clones were very similar (within 12 base 
pairs) to the 5' ends of clones obtained from the cDNA library, 
indicating that the 5' end of the human MDM2 sequence shown 
in Fig. 1 may represent the 5' end of the transcript. Third, in 
vitro translation of the sequence shown in Fig. 1, beginning with 
the methionine encoded by the ATG at position 312, generated 
a protein similar in size to that observed in human cells (see 
below). 

Comparison of the human and mouse MDM2 coding regions 
showed that they were 80.3% identical and shared a basic nuclear 
localization signal at codons 181 to 185 (ref. 11), several casein 
kinase 11 serine-phosphorylation sites'^, an acidic activation 
domain at codons 223 to 274 (ref. 13), and two metal-binding 
sites at codons 305 to 322 and 461 to 478, neither of which is 
highly related to known DNA-binding domains'". 
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To determine whether the human MDM2 protein could bind 
to human p53 protein in vitro, a human MDM2 expression 
vector was constructed from the cDNA clones (see legend to 
Fig. 2). RNA transcribed from this vector using T7 RNA poly- 
merase was used to program a rabbit reticulocyte lysate. 
Although the predicted size of the protein generated from the 
construct was only 55.2K (M, 55,200, extending from the 
methionine at nucleotide 312 to nucleotide 1,784), protein trans- 
lated in vitro migrated at -90 K. The MDM2 protein was not 
immunoprecipitated with antibodies against either the C- 
terminal or N-terminal regions of p53 (Fig. 2, lanes 2 and 3). 
But when in uifro-translated human p53 was mixed with the 
human MDM2 translation product, the anti-p53 antibodies 
precipitated MDM2 protein with p53 (Fig. 2, lanes 5 and 6). 
As a control, a protein of similar electrophoretic mobility 
(MCC") was mixed with p53 and there was no coprecipitation 
(Fig. 2, lanes 8 and 9). When an in t)i7fo-translated His-17S 
mutant form of p53 was mixed with human MDM2 protein, a 
similar coprecipitation of MDM2 and p53 proteins was also 
observed (data not shown). 

Polyclonal rabbit antibodies were raised against an 
Escherichia co/i-produced human MDM2-glutathione S-trans- 
ferase fusion protein. The anti-MDM2 antibodies im- 
munoprecipitated p53 when mixed with MDM2 protein (Fig. 
2, lane 15) but failed to precipitate p53 alone (Fig. 2, lane 13). 

To establish the chromosomal localization of human MDM2, 
somatic cell hybrids were screened, and a human-hamster 
hybrid containing only human chromosome 12 hybridized to 
the human MDM2 probe. Screening of hybrids containing por- 
tions of chromosome 12 (ref. 16) with the same probe narrowed 
the localization to chromosome 12ql3-14. Because this region 
of chromosome 12 is often aberrant in human sarcomas' 
southern blot analysis to evaluate whether MDM2 was geneti- 
cally altered in such cancers. We found a striking amplification 
of MDM2 sequences in several of these tumours (see examples 
in Fig. 3, lanes 2, 3 and 5). Of 47 sarcomas analysed, 17 showed 
a 5-50-fold MDM2 amplification. These tumours included 7 of 
13 liposarcomas, 7 of 22 malignant fibrous histiocytomas, 3 of 
1 1 osteosarcomas, and 0 of 1 rhabdomyosarcoma. Five benign 
soft tissue tumours (lipomas) and seventy-four carcinomas 
(colorectal or gastric) were also analysed by Southern blotting 
and no amplification was seen. 

We next determined whether this gene amplification was 
associated with increased expression. Because of RNA degrada- 
tion in primary sarcomas, only the cell lines could be produc- 
tively analysed by northern blotting. In the one available sar- 
coma cell line with MDM2 amplification, a single transcript of 
~5.S kilobases (kb) was observed (Fig. 4a, lane 1). The amount 
of this transcript was much higher than in a sarcoma cell line 
without amplification (Fig. 4a, lane 2) or in a carcinoma cell 
line (Fig. 4a, lane 3). When purified messenger RNA (rather 
than total RNA) from the carcinoma cell line was used for 
analysis, a human MDM2 transcript of 5.5 kb could also be 
observed (Fig. 4a, lane 4). Expression of the MDM2 RNA in 
the sarcoma with amplification was estimated to be at least 
30-fold higher than that in the other lines examined. This was 
consistent with results from western blot analysis. A protein of 
M, ~ 90K was expressed at high levels in the sarcoma cell line 
with MDM2 amplification (Fig. 46, lane 3), whereas no 
expression was evident in two sarcoma cell lines without 
amplification or in the carcinoma cell line (Fig. 46, lanes U 2 
and 4). Five primary sarcomas were also analysed by western 
blotting. Three primary sarcomas with amplification expressed 
the same sized protein as that in the sarcoma cell line (Fig. 4c, 
lanes 1-3), but no protein was observed in the two sarcomas 
without amplification (Fig. 4c, lanes 4 and 5). 

Our results demonstrate that human MDM2 binds to p53 in 
vitro and is genetically altered in a significant fraction of the 
most common sarcomas of soft tissue and bone"-'*. It is impor- 
tant to note, however, that amplifications in human tumours 
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FIG. 1 rtjman h€>M2 cDNA sequence: 
human and mouse A«3ftf2 nucleotide 
(nt) and amino-acid (a.a.) sequences 
are compared (single-tetter code). The 
mouse sequence Is only shown where 
it differs from the corresponding 
human sequence. Asterisks mar* the 
5' and 3' boundaries of the previously 
put>lished mouse MDM2 cONA'. 
Dashes indicate insertions. 
METHODS. Polyadenylated mA iso- 
lated from the human colonic cw- 
cinoma cell line CaCo-2 was used as a 
template for the production of random 
hexamer-prinned double-stranded 
cDNA^'. The cDNA was ligated to adap- 
tors and then to the lambda YES phage 
vector, padiaged and plated as 
descritied^^. The library was screened 
initially with a ^^P-ISjelled ^* mouse 
MDM2 cDNA probe (nt 259 to 1.508; 

human MDM2 cDNA clone containing 
nt 40 to 702. In total. 25 clones were 
obtained, partially or totally sequenced, 
and mapped. The sequence shown is 
representative of the most abundant 
class and was assembled from three 
clones: C14-2 (nt 1-949). c89 (nt 467- 
1.737), and c33 !nt 390-2,372). The 3' 
end of the untranslated region has not 
yet been cloned. The 5' end is lil<ely to 
be at or near nt 1 (see text). The mouse 
and human amino-acid sequences are 
compared from the putative translation 
start site at nt 312 to the consen/ed 
stop codon at nt 1.784. This nucleotide 
sequence has been deposited at the 
EA/BL Data Library, accession number 
Z12020. 



often involve large stretches of the genome, encompassing 300 
to 1,000 kb' "-^'. Other genes in the MDM2 amplicon could 
contribute to, or be responsible for, the growth advantage 
afforded by the amplification event. Nevertheless, MDM2 is a 
good candidate for the 'target' of amplification for two reasons. 
First, MDM2^ has oncogenic activity after transfection into 
NIH3T3 cells*. Second, it binds to a protein {p53) with known 
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growth suppressive effects on a wide variety of human tumour 
types. MDM2 may functionally inactivate p53 in ways similar 
to those employed by virally encoded oncoproteins such as 
simian virus 40 T antigen, adenovirus El B and human papilloma 
virus E6 (refs. 4, 8, 9). Consistent with this hypothesis, no sar- 
comas with MDM2 amplification (of five tested) had any of the 
p53 gene mutations that occur commonly in other tumours 
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FIG. 2 Coprecipitation ot human MC)M2 and p53. In vitro- 
translated MDM2. p53 and MCC proteins were mixed as 
indicated and incubated with p53 Abl (monoclonal antibody 
specific for the C terminus of p53). p53 Ab2 (monoclonal 
antibody specific for the N terminus of p53), ^C)M2 Ab (poly- 
clonal rabbit anti-human MDM2 antibodies), or serum (preim- 
mune serum obtained from the rabbit that produced the MDM2 
antibody). Lanes 1. 4, 7, 10 and 14 contain aliquots of the 
protein mixtures used for immunoprecipitation. BarKis running 
slightly faster than p53 are polypeptides produced from 
internal translation initiation sites 

METHODS. A human MDM2 expression vector was construc- 
ted in pBluescript SK + (Stratagene) from overlapping cDNA 
clones. The construct contained the sequence shown in Fig. 
1 from nt 312 to 2.176 A 42-bp black bt 
entry sequence^' was placed immediately U| 
MDM2 sequence in order to obtain high expression. This 
construct, as well as p53 (ref. 26) and MCC^^ constructs In pBluescript 
SK +. were transcribed witfi T7 RNA polymerase and translated in a rabbit 
reticulocyte lysate (Promega) according to the manufacturer's instructions. 
Lysate (10 nD containing the three proteins, alone or mixed in pairs, was 
incubated at 37 °C for 15 min. 1 jig (10 |il) of p53 Abl or Ab2 (Oncogene 
Science) or 5 (aI of rabbit serum containir^ M0M2 antibody or preimmune 
rabbit serum, were added as indicaied. 90 til RiPA buffer (10 mM Tris, pH 7,5, 
1% sodium deoxycholate, 1% HP40. 150 mM NaO. 0.1% SDS). SNNTE buffer^, 
or binding buffer^ were then added and the mixtures allowed to incubate 
at 4 °C for 2 h. The three buffers produced similar results, although the 





coprecipitation was less efficient in SWTE buffer (containing 0.5 M NaCI; 
lanes 5 and 8) than in binding buffer (containing 0.1 M NaCI; lanes 6 and 
9). Following addition of 2 mg protein A-Sepharose, the tubes were rotated 
end-over-end at 4 X for 1 h. After pelleting and washing, immunoprecipitates 
were electrophoresed on SDS-polyacrylamide gels and the dried gels 
autoradiographed in the presence of Enhance {New England f4uclear). Rabbits 
weie inmiunijijc; witii a glutathione S-transferase (F;.armacia)-MDM2 fusion 
protein containing human MDM2 from the region corresponding to nt 390- 
816. 



FIG. 3 Ampiifcation of the human MDM2 gene in s»comas. DNA (5 Mg) 
was digested vinth £coRI, separated by agarose gel electrophoresis and 
transferred to nylon as describetf". Filters were then hybridized with a 
human MDM2 cDNA fragment probe (nt 1-949; Fig. 1) or to a control probe 
that identifies fragments of similar size (pOCC 1.65; ref. 28). Hybridization 
was as previously described^ ONA was derived from 5 primary sarcomas 
(lanes 1-4, 6) and one sarcoma cell line (OsA-OL, lane 5). On longer exposure, 
the same sized MDM2 fragments were observed in laies 1, 4 and 6. DNA 
fragment sizes are shown on the left in kb. 
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FIG. 4 MDM2 expression, a. Northern Wot analysis. RNA was separated by 
electrophoresis in a MOPS-formaldehyde gel and electrophoretically trans- 
ferred to nylon filters. Transfer and hybridization were as describetf". RNA 
was hybridized to the MDM2 fragment described in Fig. 3 legend. Total RNA 
(10 ng) was derived, respectively, from two sarcoma cell lines (OsA-a, lane 
1 and RC13, lane 2) and the colorectal cancer cell line (CaCo-2) used to 
make the cDNA library (lane 3). Lane 4 contains 10 (ig polyadenylated CaCo-2 
RNA. RNA sizes are shown on the right in kb. ft. Western btot analysis of 
the sarcoma cell lines RC13 (lane 1), OsA-a (lane 3), HOS (lane 4), and the 
carcinoma cell line CaCo-2 (lane 2). c Western blot analysis of primary 
sarcomas. Lanes 1 to 3 contain protein from sarcomas with MDM2 
amplificatkjns, and lanes 4 and 5 contain protein from sarcomas without 
amplification. Western Wots using affinity-purified MDM2 antaxxJy 
were performed with 50 )ig protein per lane as described ^, except ttiat 
the membranes were blocked in 10% non-fat dried miB< and 10% goat 
serum, and secondary antibodies were coupled to horseradish peroxidase 
to allow chemiluminescent detection (Amersham Ea). M0M2 antl«>ody was 
affinity-purified with a pATH-\C)M2 fusion protein using methods described 
in ref. 31. Nonspecific reactive proteins of 75, 105 and 170K are seen in 
all lanes, irrespective of MDM2 amplification. M0M2 proteins, of M, 90K, 
<1 only in the M0M2-amplified tumours. Protein marker sizes 
! right. 
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(unpublished results with T. Tokino and D. Sidransky). The 
amplification of MDM2 provides another provocative parallel 
between viral carcinogenesis and the naturally occurring genetic 
alterations underlying sporadic human cancer. □ 




Wild-type p53 activates 
transcription in vitro 

George Farmer, JM BargonettI, Hue Zhu, 
Paula Friedman, Ron Prywes & Carol Prives 



The pS3 protein is an important determinaiit in human cancer 
and regulates the growth of cells in culture'"^. It is known to be 
a sequence-specific DNA-binding protein'*'' with a powerful activa- 
tion domain'^, but it has not been established whether it regulates 
transcription directly. Here we show that intact purified wild-type 
human and murine pS3 proteins strongly activate transcription in 
vitro. This activation depends on the ability of pS3 to bind to a 
template bearing a pS3-binding sequence. By contrast, tumour- 
derived mutant p53 proteins cannot activate transcription from the 
template at all, and when complexed to wild-type p53, these 
mutants block transcriptional activation by the wild-type protein. 
Moreover, the simian virus 40 large T antigen inhibits wild-type 
pS3 from activating transcription. Our results support a model in 
which p53 directly activates transcription but this activity can be 
inhibited by mutant pS3 and SV40 large T antigen through inter- 
action with wild-type p53. 

A DNA-binding immunoassay has been used to screen human 
genomic clones and show that p53 binds specifically to a region 
upstream of the transcription start site for the human ribosomal 
gene cluster (RGC)". We have confirmed and extended this 
observation by DNase I footprinting and shown that addition 
of immunopurified p53 to a DN A fragment containing the RGC 
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FIG. 1 The p53 protein binds specifically to 
a site in the human ribosomal gene cluster. 
DNA binding was assayed in 50-fi.l volumes 
containing 40 mM creatine phosphate, 
pH 7.7.4 mM ATP, 7 mMMgClj, bovine serum 
albumin (0.2 mg mr^) 0.5 mM dithiothreitol. 
10 ng carrier plasmid (pAT153) and 10 fmol 
of 5' ^P-labelled DNA fragment containir^ 
the ritjosomal gene cluster (RGC) p53-binding 
site' and either no protein (lane a) or irrcreas- 
ing amounts of wild-type human p53 in incre- 
ments of 15ng up to 60ng (lanes b-e). 
DNase I treatment of rnixtures and pro- 
cessing of samples for electrophoresis 
on 8% polyacrylamide urea gels has 
been described^. Wild-type p53 was 
immuroptjrifieS '"-y. £'27 cells expressir^ 
a recombinant baculovirus, pEV55hwt, using 
the monoclonal antitiody Pab421 crosslinked 
to Sepharose A^*. 



site leads to strong and specific protection of only the RGC 
region (Fig. 1). All tumour-derived mutant p53 proteins tested 
failed to protect this sequence (J.B. et al., manuscript in prepar- 

To determine whether p53 can activate transcription in vitro, 
we used as templates the plasmids foslwt and foslmt, which 
contain the human RGC p53 DNA-binding fragment or a 
mutated RGC fragment respectively (Fig. 2a). Three partially 
purified fractions from HeLa cell nuclear extracts were used as 
a source of transcription factors'. RNA products were analysed 
by SI nuclease digestion using specific probes for each construct. 
Increasing amounts of p53 stimulated transcription from foslwt 
(compare lanes 1-4 with lanes 5-8). These reaction mixtures 
also included a construct containing an abridged adenovirus 
major late promoter (pMLS; ref. 10) whose transcription was 
not significantly affected by p53. 

The p53 protein activated transcription from another pro- 
moter as well (Fig. 2b). Plasmids containing either one or sixteen 
copies of the RGC site, or one mutant RGC site, inserted 
adjacent to the polyoma virus early promoter to create Pylwt, 
Pyl6wt and Pylmt, respectively, were used as templates in 
transcription reactions. We found that p53 activated transcrip- 
tion of constructs containing the wild-type RGC (lanes 1-9) but 
not the mutant RGC (lanes 10-12). Diagrams of the templates 
and the test probe used in these experiments arc shown in Fig. 
2c with the expected Si nuclease products. 

The high incidence of p53 gene mutations in cancer patients 
suggests that alteration of the normal function of p53 is an 
important part of the oncogenic process. Therefore it was of 
interest to examine whether tumour-derived mutant p53 proteins 
activate transcription. The mutant p53 proteins we chose are 
defective in both nonspecific and specific DNA binding''-''", so 
providing an opportunity to confirm that p53 must bind DNA 
to activate transcription. We compared the ability of wild-type 
and two tumour-derived mutant p53 proteins with mutations at 
either amino acid 175 (His 175) or at amino acid 273 (His 273) 
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Rescue of embryonic lethality 
in IVidni2-deficient mice by 
absence of p53 

Stephen N. Jones*t, Amy E. Roe*t, 
Lawrence A. Donehowert & Allan Bradley*! 

* Department of Molecular and Human Genetics, t Howard Hughes 
Medical Institute, and t Department of Molecular Virology, 
Baylor College of Medicine, One Baylor Plaza, Houston, 
Texas 77030, USA 

The Mdm2 proto-oncogene was originally identified as one of 
several genes contained on a mouse double minute chromosome 
present in a transformed derivative of 3T3 cells'. Overexpression 
of Mdm2 can immortalize primary cultures of rodent fibroblasts^. 
Human MDM2 is amplified in 30-40% of sarcomas, and is overex- 
pressed in ieukaemic cells'''''. The V1dm2 oncoprotein forms a com- 
plex with the p53 tumour-suppressor protein and inhibits p53- 
mediated transregulation of gene expression^''. Because Mdm2 



expression increases in response to p53, .VIdm2-p53 binding may 
autoregulate Mdm2 expression and modulate the activity of pS3 
in the cell''*. We have created IV1dm2-null and Mdm2/p53-null 
mice to determine whether Mdm2 possesses developmental 
functions in addition to the ability to complex with pS3, and to 
investigate the biological role of IVIdm2-p53 complex formation 
in development. iViice deficient for IVldm2 die early in development. 
In contrast, mice deficient for both Mdm2 and pS3 develop nor- 
mally and are viable. These results suggest that a critical role of 
Mdm2 in development is the regulation of p53 function. 

Mdm2 was cloned from a 129-strain genomic library and the 
gene structure was characterized to allow the creation of a 
replacement vector for gene targeting in embryonic stem (ES) 
cells (Fig. \a). Positive and negative selection of transfectcd 
AB2. 1 ES cells led to the isolation of one clone which had 
replaced the 7. 1-kilobase (kb) region of Mdm2 which encodes 
all putative transcription function motifs of Mdm2 with an hprt 
reporter gene. Injection of the targeted ES cells into host blasto- 
cysts gave rise to chimaeric mice which transmitted the mutated 
Mdm2 allele (mdm2"') to F, progeny (Fig. \h). 
between mice heterozygous for the targeted allele (mdm2"'' / 
were performed and the offspring genotyped by Southern a 



FIG. 1 Gene targeting in 
Mcim2. a. Structure of Mdm2 
gene and targeting vector. A 
replacement targeting vector 
containing 1.6 l<b of 5' homo- 
logy and 2.2 kb of 3' homo- 




pMdmKOl: 



markers for positive selection 
(hprt mini-genej^° and nega- 
tive selection (thymidine 
kinase)^', b. Southern ana- 
lysis of targeted ES cell DNA 
(lane Ij, and genomic DNA 
from a wild-type fi progeny 
mouse (lane 2j and mutant F, 
progeny mouse (lane 3). The 
presence of a 5.7 kb SamHI 
band following hybridization 
with a 5' probe, and the pres- 
ence of a 4.7 kb EcoRI band 
following hybridization with a 3' probe, indi( 
Mdm2 gene in the ES clone by pMdmKOl 
METHODS. The entire Mdm2 gene was cloned from a 129-strain mouse 
genomic phage library and characterized by digestion with endonucle- 
ase restriction enzymes, including BamHI (HI) and EcoRI (Rl). A 1.6 kb 
Kpnl-EcoRl fragment and a 2.2 kb PstI fragment which flank a 7.1 kb 
region of Mdm2 encoding all of the putative transcription factor motifs 
were used to create the gene replacement vector pMdmKOl. AB2.1 ES 
cells^ were electroporated with pMdmKOl and placed under selection. 
Mini-Southern analysis^^ of the resulting 500 colonies identified one 
clone which exhibited proper targeting at the 3' end. This clone was 
expanded and analysed by Southern blot hybridizations using a 1.3 kb. 
SamHI-Kpnl 5' probe and a 350 bp, Sacl-Scal 3' probe. Injection of 
these ES cells into host blastocysts yielded chimaeric mice that were 
capable of transmitting the mutated allele to F, progeny. 



encodes nuclear localizatic 
acidic activating domain 
zinc ring finger-like structi 



is proper targeting of the 
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TABLE 1 Analysis of embryos from mdm2"/ + intercrosses 

Gestational Total 

age number Reatisorptions Genotyped mam2"'/mam2^ 
day 9.5 20 6 14 0 

day 8.5 25 6 19 0 

day 7.5 29 3 21 0 



Embryos were collected from female partners of mam2"/ + 
intercrosses on day 9.5. 8.5 or 7.5 of gestation. The total number of 
embryos and the number of embryos undergoing maternal reabsorption 
are given. Those not undergoing reatKorption were genotyped by PGR 
using an Mdm2 primer pair which amplifies a region of genomic DNA 
between exons 11 and 12 (see rionzontal arrows in Fig. la). This region 
of the Mdm2 gene is deleted following homologous recombination of 
the gene with the targeting vector. A pair of primers to exon 2 of the 
lVn(-5a gene were present in each reaction to act as a control for the 
thermocycling reactions and for integrity of the starting template DNA. 
All of the embryos tested contained DNA that could be amplified using 
the Mdm2 primers, indicating that none of the embryos were null for 
Mdm2 {mdm2^/mdm2^. 



lysis of genomic DNA isolated from tail biopsy. Of the 109 
progeny obtained from intercrosses of mdmT^ I ■¥ mice, 33% 
were wild-type for Mdml ( + /+) and 67% were heterozygous 
for the targeted Mdm2 allele {.mdnxT" I + ). No viable mdrnT" I 
mdmZ^ mice were detected in these crosses, suggesting that 
absence of functional Mdm2 leads to embryonic lethality. A 
strategy based on polymerase chain reaction (PCR) was used to 
determine the gestational time of embryonic lethality ofmdmT"'/ 
mdmZ^ mice. Genomic DNA was isolated from the yolk sacs 
of embryos or from whole embryos collected at various times 
during development from female partners of mdm2"' / + 
intercrosses. Coamplification of a region deleted in mdm2"' and 
of a control region in Wni-Sa was performed to detect the pres- 
ence of mdmjT' I mdm^' embryos. TTie results indicate that 
mdm2"'/mdm2"' embryos die before day 7.5 of gestation (Table 
I ). The large percentage (28%) of embryos found to be in the 
latter stages of reabsorption on day 7.5 suggests that embryonic 
demise occurs after implantation of the embryo in the wall of 
the uterus at day 4.5 but before day 7.5 of gestation. 

To examine the developmental defect m Mdm2-deficient 
embryos, histological analysis of embryos collected from female 
partners of mdm/^/+ intercrosses was performed. Approxi- 
mately one-quarter (5 of 19) of the embryos examined at day 
6.5 of gestation exhibited an abnormal embryonic architecture 
(Fig. 2). Very little embryonic material was present in the mater- 
nal decidua, and the most developed embryo had not progressed 
significantly beyond day 5.5 of gestation. The time of the devel- 
opmental block in these presumptive mutants coincides with the 
sudden increase in cell cycle rate that occurs at day 5.5-6.0 of 
mouse development'. 

In situ hybridization of wild-type day-7.5 embryo sections 
indicates that Mdm2 is ubiquitously expressed in the developing 
embryo (data not shown). On day 8.5 of development, p53 is 
also expressed ubiquitously'". To confirm that both Mdm2 and 
p51 are expressed on day 6.0-6.5 of gestation, RNA was isolated 
from wild-type egg cylinder stage embryos and reverse 
transcribed into complementary DNA. PCR amplification using 
oligonucleotide primers for Mdm2 and p53 indicates that both 
transcripts are present when the presumptive mutants die (Fig. 
3a). These findings are consistent with the proposal that Mdm2 
functions to regulate p53 activity in the cell. To examine whether 
the developmental defect in Mdm2-null mice results from altera- 
tions in Mdm2-mediated gene expression, or is due to a loss in 
the ability of Mdm2 to regulate p53 activity, mdm2"' / + and 
pS3 - 1 - mice" were intercrossed to produce mice which were 
mdmT^I + , p5i -I-/ - . These compound heterozygous mice were 
mated and the resulting progeny genotyped for Mdm2 and p53 
sutus by Southern analysis (Fig. 3A). Nine viable mdmT"/ 
mdm2^ mice were obtained from this cross, all of which were 



FIG. 2 Histology of embryos from mdm2^/ + intercrosses on day 6 5 
of gestation, a. b, Sagmal sections of phenotypic wiW-type embryos 
exhibiting well-organized embryonic ectoderm (arrovrt). c. d. Sagittal 
sections of mutant embryos. The embryos contain fewer embryonic 
ectoderm cells, lack a normal wild-type architecture, and are smaller 
in size tnan tne wiio-type emoryos. Abbreviations: d. maternal decidua: 
ec. ectopiacental cone: e. endoderm. Scale bar. 50 \im. 
METHODS. Embryos were collected from female partners of mdm2"/+ 
intercrosses on day 6.5 post-coitum and fixed in Bouin's solution. 
Embedding, sectioning and staining of the embryo sections with 
haematoxylin and eosin were performed as descriljed previously^'. 



p53-/-. In addition, matings between mdmZ"' I + , p53 +/- 
and mdm2"'/ + .p53 - / - mice have yielded 7 mdmjT' I mdmT^ 
mice, all of which were p53-/-. The mdm2^/mdm2^, p53 -/- 
mice were recovered at the expected ratios In the two crosses, 
accounting for the non-viability of the mdm2r' I mdmT^ embryos 
on the p53 +/+ and p53 +/- background. Furthermore, 17 
double-null mice have been recovered from mdm2^ /mdmZ^,p53 
-I - intercrosses. Thus absence of p53 rescues the embryonic 
lethality seen in Mdm2-deficient mice. TTiese results indicate that 
Mdm2 functions in development primanly as a regulator of p53 
activity. Although these results do not exclude the possibility 
that Mdm2 possesses other functions, these functions cannot be 
critical in development because Mdm2/p53 double-null mice are 
developmentally normal, fertile and appear phenotypically indis- 
tinguishable from wild-type mice. 

The mutation created in Mdm2 does not alter the 5' portion 
of the gene which encodes the Mdm2 domain that binds with 
p53 (ref 12). It is conceivable that a truncated Mdm2 protein 
might be produced from the targeted allele that could bind with 
p53 and induce lethality in mice. This lethality would then be 
rescued in mice nullizygous for p53. To test this possibility, RNA 
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FIG. 3 a, Reverse transcnption-PCR amplification (RT-PCR) of RNA from 
day 6.0-6.5 wild-type embryos. Oligonucleotide primers for botH Mdm2 
and p53 cDNA were present in the PCR reaction. The larger (840 bp) 
and smaller (344 bp) fragments observed after staining of the gel with 
ethidium bromide (left) are amplification products of p53 and MdmS 
cDNA. respectively. Lane 1. RT-PCR products oS day 6.(5-6.5 embryo 
RNA. Lane 2. as lane 1 except no reverse transcriptase was present In 
the RT-PCR reaction. Lane 3. RT-PCR products of wild-type primary 
embrfo fibroblast HHK Une 4. PCR reaction performed in the absence 
of template. Lane M is a l(X)-bp DNA size standard. Southern analysis of 
the PCR products using either an Mdm2-specific oligonucleotide probe 
(middle) or a p53-specific oligonucleotide probe (right) was performed 
to confirm the identity of the PCR fragments. 6. Southem analysis of 
progeny of mamr'/ + . p53 +/- intercrosses. Compound heterozyg- 
ous mice were mated and the offspring genotyped for Mclm2 (top) and 
p53 (bottom) by Southern analysis. Two of the mice were determined 
to be m£jm2~/mdm2~. These two mice were also p53 -/ - (double- 
headed arrows), c. Northern analysis of total RNA isolated from the 
kidney and/or spleen of mice which were either wild-type (lane 1). p53 
-/ - (lanes 2 and 4). or mclmr'/mdm2^. p53 -/- (lanes 3 and 5). 
Top. Mdm2 cDNA probe: bottom. QAPDH probe, used as a control for 
load and integrity of RNA. No Mdm2 transcript is detected in the Mdm2 
p53- double-null tissue. 

METHODS. Total RNA was isolated from primary embryo fibroblasts for 
RT-PCR and from whole tissue for either RT-PCR or northern analysis 
using RNAzol B as described by the manufacturer (Tel-Test 
Friendswood. TX). RT-PCR was performed using the Superscript Pre- 
amplification System (Gibco-BRL. Bethesda. MD) followed by a 40-cycle 
PCR using Mdm2 pnmers (5'-ATGTGCAATACCAACATCTaGTGTC-3' and 
5 -GCTGACTTACAGCCACTAAATTTC-3') and p53 primers (5'-CTGCAG- 
TCTGGGACAGCCAAGTC-3' and 5 -GTCAGTCAGACTCAGTCCGGGGTG-3') 
Of each sample. 40% was visualized on a 2% agarose-ethidium bromide 
gel. Southern analysis was performed on the PCR products using an 
oligonucleotide probe which hybridizes to either Mdm2 or p53 coding 
sequences which are internal to the primers used in the PCR reaction. 
Southern analysis was performed on genomic DNA isolated from tail 
biopsies of four-week-old mice. The DNA was digested with fcoRI, and 
the Southern blot probed with the Mdm2 Saci-Scal 3' probe described 
in Fig. 1. After autoradiography, the blot was stripped and reprobed 
with a p53 exon 11 probe that recognizes a 16-kb £coRI fragment in 
wild-type DNA. and an 8-kb £coRI fragment in the mutated p53 gene". 
The double-headed arrows indicate genomic Dl^ of mice which are 
both Mdm2- and p53-null. 



was isolated from the kidney and spleen of mice which were 
either wild type, p53-deficient, or p53- and Mdm2-deficient. Nor- 
thern analysis failed to detect any Mdm2 transcripts in mdrnZ"'/ 
mdmr" tissue (Fig. 3c). Furthermore, mdmr'/+ mice that are 
wildtype for p53 are viable. Thus it is unlikely that a hypothetical 
truncated Mdm2-p53 complex causes the embryonic lethality 
seen in mdmr'/mdmZ^ mice. 

The p53 protein has been shown to regulate cell growth nega- 
tively by arresting cells late in the Gl phase of the cell cycle 
In resting cells stimulated with serum, the levels of Mdm2 and 
Mdm2-p53 complex rise late in Gl, suggesting that Mdm2 can 
downregulate the ability of p53 to block progression of the cell 
cycle". More recently, overexprcssion of exogenous Mdm2 in 



transfected cells has been found to inhibit the ability of these 
cells to undergo p53-mediated growth arrest following treatment 
with ionizing radiation, providing direct evidence that Mdm2 is 
involved in inhibiting p53 function in a known pathway". Our 
data indicate that Mdm2 plays an important role in development 
by inhibiting p53 function during a period in gesution when the 
mean cell cycling time of orimitive ectodemi decreases dramat- 
ically in normal embryos'. Thus the developmental defect in 
Mdm2-null mice might arise as a result of failure to inhibit p53- 
mediated suppression of cell cycling during this time of rapid 
cell division. This finding might also explain the difficulty experi- 
enced by researchers attempting to construct transgenic mice 
which overexpress wild-type ;7ii (A. Bernstein and J. Butel, per- 
sonal communication). Q 
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Rcscua of early embryoiiic 
lethality in mclin2-cleficieiit 
mice by deletion of p53 

Roberto Montes da Oca Luna, Daniel S. Warner* 
& Guillemiina Lozanot 

Department of Molecular Genetics, and * Department of Biochemistry 
and Molecular Biology, University of Texas, M.D. Anderson Cancer 
Center, 1515 Holcombe Boulevard, Houston, Texas 77030, USA 

The gene pS3 encodes a transcriptional activator'*^ of genes 
involved in growth arrest'"*, DNA repair' and apoptosis^. Loss 
of pS 3 function contributes to tumour development in vivo*'". The 
transcriptional activation function of p53 is inactivated by inter- 
action with the mdm2 gene product'^ ". Amplification of mdm2 
has been observed in 36% of human sarcomas, indicating that it 
may represent an alternative mechanism of preventing p53 function 
in tumour development'^ To study mdm2 function in vivo, we 
generated an mdm2 null allele by homologous recombination. 
Mdm2 null mice are not viable, and further analysis revealed 
embryonic lethality around implantation. To examine the import- 
ance of the interaction of MDM2 with p53 in vivo, we crossed 
mice heterozygous for mdm2 and pS3 and obtained progeny homo- 
zygous for both/>5J and mdm2 null alleles. Rescue of the mdm2'^ " 
lethality in a pS3 null background suggests that a critical in vivo 
function of IVIDIV12 is the negative regulation of p53 activity. 

The mdm2 gene was cloned from a murine 129 library and 
characterized (Fig. I). To mutate the mdml gene in mouse 
embryonic stem (ES) cells, we generated a vector that deletes 
two-thirds of the MDM2 protein-coding sequences, including 
the acidic and zing-finger-like domains'* (amino acids 221-489) 
by replacing them with a neomycin-resistance expression cassette 
(Fig. la, b). Correctly targeted clones were detected by the pres- 
ence of an additional 5.2-kb band using either 5' or 3' probes 
external to the region of vector homology (Fig. \c). One cor- 
rectly targeted ES clone successfully contributed to the germ line 
of chimaeric mice generated by blastocyst injection. 

Mice heterozygous for the mdm2 deletion allele appeared 
phenotypically normal and were fertile. However, no homozy- 
gous mutants were identified among more than 50 offspring born 
from matings between heterozygotes, indicating that mdm2 mut- 
ant mice died during embryogenesis. Therefore, embryos from 
timed matings between heterozygotes were analysed at different 
stages of gestation (Table la). Empty deciduae were commonly 



FIG. 1 Disruption of the mdm2 gene, a. The functional domains of the 
MDM2 protein and exons 7-12 encoding those domains, fe. Partial 
exon/intron structure of the mdm2 gene, the targeting vector, and pre- 
dicted homologous recombination events, c. Southern blot analysis of 
genomic DNA isolated from the ES cell clone that resulted in germline 
transmission, and offspring from heterozygous matings. DNA from ES 
cell clones was digested with Kpnl and NotI and hybridized with probe 
a (left) or digested with £coRI and hybridized with probe b (middle). 
DNA from progeny was digested with £coRI and hybridized with probes 
c and d (right). Abbreviations: p53 BS, p53 binding site; NLS, nuclear 
localization signal; AD, acidic domain; ZF, zinc-finger; K, Kpnl; N, NotI; E, 
fcoRI; S, StuI; kb, kilobases; W, wild type; T. targeted. Roman numerals 
denote primers used in PGR amplification. Lines identified by lower- 
case letters indicate probes used in Southern analysis. 
METHODS. A 129/SvEv mouse genomic library was screened with a 
PCR-amplifled mclm2 cDNA probe. Three overlapping phage clones were 
obtained that spanned the entire mdm2 gene consisting of 12 exons 
dispersed in approximately 20 kb of DNA as determined by Southern 
analysis, PCR amplification and sequencing (R.M.L., unpublished obser- 
vations). A PGKneobpA resistance expression cassette was inserted in 
reverse orientation relative to the direction of mdm2 transcription^^. A 
MCltkpA herpes simplex virus thymidine kinase expression cassette 
was added to the long arm of homology to enrich for homologous 
recombinants using negative selection with l-(2-deoxy-2-fluoro-b-D- 
arabinofuranosyl)-s-iodouracil (FIAU)^'^. Linearized vector (25 (ig) was 
electroporated into 10' AB-1 ES cells that were subsequently cultured 
in the presence of G418 and FIAU^^-^'. When the vector is recombined 
with the endogenous mclm2 gene, new NotI and EcoRI sites are intro- 
duced. G418/FIAU-resistant ES clones (1000) were initially screened 
by Southern blot analysis using probe a. Correctly targeted clones were 
expanded for further Southern blot analysis using probe b. Six correctly 
targeted ES clones were identified. Three of the mdm2 mutant ES clones 
were microinjected into C57BL/6J blastocysts and transferred to the 
uterine horn of day 2.5 pseudopregnant females. Resulting chimaeras 
were bred to C57BL/6J mice. One of three mutant ES cell lines injected 
contributed to the germ line of mice. 
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(a) mdm2 mutant embryos 

Stage Normal 

ElO-5 19 

E 8.5 30 

E 7.5 33 

E 6.5 9 

Total 91 



h. 



TABLE 1 Genetic analysis of mutants 



-Q- 



Phenotypes 
X mdm2^'* mclm2*'' 
Abnormal* Normal 



Genotypes 



p53'' mdm2 ' ^p53' mdm2'' 
Genotype No. 
3 " mdm2''' 
3' mdm2 ' 

3" mdm2 
3 ' mdm2''' 
3'' mdm2' 
3"' mdm2 



p53 mdm2 ^pb3'' mdm2' ' 
Genotype No. 
\3'' mdm2'' 
,3 ' mdm2 



p53 



a. Genotypic analysis of mdm2 in embryos generated from heterozygous crosses. E10.5 embryos were analysed by Southern blots using 
orobes c and d (Fig. 1). The remaining embryos were genotyped by polymerase chain reaction (PGR) using a 
TGTGGCTGGAGCATGGGTATTG-3 - II. 5 -ATCTGAGAGCTCGTGCCCTTCG-3': III. S'-GGCGGAAAGAACCAGCTGGGGC-S'. I and II amplify the wild-type mdm2 
allele (415 bp), and I and III amplify the mutant allele (284 bp), as is shown in Fig. 3a, b. b. Analysis of mdm2 and p53 genotypes in offspring 



5 indici 



,wn in Fig. 3. 




FIG. 2 Histological analysis of E5.5 embryos from a cross between two 
mdm2 heterozygous mutant mice, a. Transverse section through the 
decidua of a normal embryo, b. Transverse section through a decidua 
of an abnormal E5.5 embryo. Large arrows mark the location or the 
predicted location of the embryo. Abbreviations: ue, uterine epithelium; 

METHODS. Embryos were processed for histological analysis by fixation 
in Bouin's fixative, dehydrated and embedded in paraffin. Sections 6 ^m 
thick were cut and stained with haematoxylin and eosin. 



seen in these crosses: of a total of 134 deciduae analysed, 30 
(22%) were empty. In contrast, in crosses between mdm2 hetero- 
zygotes and normal mice, this abnormality was seen in only 3% 
of the deciduae analysed. We did not find any mdm2 homozyg- 
ous mutant embryos from days E6.5-E10.5 (Table la). Blasto- 
cysts were then isolated from a heterozygous mdm2 mutanl 
female that had been mated with a heterozygous mdm2 
male. One of the eight blastocysts examined contained no wild- 
type mdm2. Our identification of a viable mdm2 null blastocyst 
and the lack of nidi)i2 null embryos indicates that the 
death must be between implantation and E6.5. 

To examine the phenotype in more detail, we isolated, fixed 
and paraffin embedded the deciduae of an mdin2* femak 
crossed with an mdm2*'~ male 5.5 days post-coitum. Tl 
embryos were sectioned and, although they could not be gent 
ically typed, the two phenotypes were obvious, one normal ai 
the other abnormal (Fig. 2). The abnormal embryo had few, 
any, cells (Fig. 2h, large arrow) compared with a normal cmbr] 
(Fig. la, large arrow), but had formed an active site of implant* 
tion, visible by the decidual reaction, thus explaining the pro 
ence of empty deciduae at later stages of developmcni 

One of the functions of MDM2 identified in tissue-cultufl 
experiments is the negative regulation of p53 gro» 
suppression'^ and transcriptional activation'" '". Indeed, 
p2l and nidm2 are highly expressed in ES cells as comp; 
normal tissues by northern analysis, which indicates e; . 
early in development (data not shown). We therefore hypo* 
sized that the embryonic lethality seen in mdm2 homozygo" 
mutants was due to an inability to downregulate p53 functioj 
which could lead to growth arrest or apoptosis. Because 
null mouse is viable""', we tested our hypothesis by ' 
ing mice heterozygous for both mdm2 and p53 genes. Strikn 
genotyping of offspring revealed the presence of mdm2 honi 
gous mutants in a p53 null background (Fig. 3a, h). From 
mendelian ratio, one of 16 mice from this cross could be exp^ 
to be a double homozygote. Of 36 progeny born from maj 
of double heterozygote crosses, two were homozygous fc 
mdm2 and p53 mutant genes (Table \b). In addition, no 
zygous mutant mdin2 mice were identified in either a wi 
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,rhe m.ce heterozygous for the mdmP mmlL ^"'^ ''^^ 
.were mated w,th p53 null m,ce 7)l7k<.n^tT "^T'^ "^'^ study 
Jteterozygous at bott, geneTwere ^ ^^'^^^''^ ^'^^ P^°g«"y 
'^^'^t*"" °f '"'^'"2 by Southern "sTf"^^"^'^^'^ 
|c(F,g^l). The same blots were analyst Lr^hl To °* "^'"^ 

' probe as described", b The mrf^« I ^"^'^ "sing 

ho Checked by PCR ampliation uLTth^'^ °' 
fable la. c. Western blot analyses of 5 '^T^'^ '^^^"'^^^ 
|«s extracted from the uterrofos? ' T/^"*^' P^o^in 

mdm2-* (lane 2), a^ p53 " mT'^i. """^ ^ ^"-^ 4). 
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METHODS. For the western blot total nr., 

"teri of mice was resolved by electroohorrc^^'lf '^'^ '^^e 
(Wlyacrylamidegel. Low-range preSn M ^ ''"'""^h an SDS-7.5% 
(Bio-Rad). Blots were t,erfn™ J standards were also used 

fo-lows: t'he md:rcD'NTwTc3 tlZ'ilrT'^'^ <^'^^^^^s 
added a His tag hexamer. MDM2Tas purffi^^^ ^^'^^ 
affinity chromatography and used a^ L*^ f ^ "^"lobifeed metal 
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ulls. To further substariUaTe fhK fi^^^"'? ^^""^'"^ 
Nous mutant at bo th Ic^ 1 e m"?,' T "'l'" ^^'^o- 
«erozygousat both 1^^^ v.ahr ^^re 
ygous delettons ,n bo^ genes -f^b^'rAfT.' '^^'^ 
kewed because one-quarfer of the anlL^i ' '''«'^"y 
'mozygous for m ^2 and hetern^ ^''^'^'^ ^ 

erefore be expecteTto dl '^"^ /'^■^ ^"d should 

To show that an abnormal MDM2 polypeptide w.. n , 
we performed western blot analvsi o^^l f °' 
M mutant homozygous mice Al.hon '^^O'^ '^^"'2/ 

\i^rdk.s oftharpSJ status con.iin.H* ""^'"^ 
've molecular mass (^• Ct .h T^''"^''''^^^^^ 
did not make the p90 MDM7 n I '"'^'"f/^-^^ mutant 
of several western 'bbtJ^for^'nTe Tm'e^^^^^^ "^P^" 
^nce of a small peptide, although Tllfl "°' '^^ 
'Pletely ruled out. -^''^ough its existence cannot be 

CL!!' """^ ^"^'yses demonstrated a tight funrtinn.i i ■ 
fP between p53 and MDM2 in earlv , relation- 
Portant observation wasVha thf i^ development. Our first 
h embryonic lethality The ^mLr^ofH- ''I:!:''"' 
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results 

physiological ratio of p53 to MDMTwin infl ''""f^' 

The second major observation ic .h P53 activity, 

•ype was rescued iy del^L^'r.^i ' double ho"'" 
ant mice were viable. Subtle abnorm.li? "'"^^S^"^-'""'^ 
as the mdn,2'- p53~'- ^^''"ormalities may exist, however 
litters and very few pups in thm l>t./rf"^Tu ^'"^ 
function for MDM2 in addition Tn ^''"^ data imply a 

mteractions between MDMraVd ;hr"'''°.r''P'^- '"^^^d. 
have recently been identi^ed ' F , r^h P™'^'" 

embryos die because d53 nfn^ 'he /,i.//;,2 null 

Investigation of viable double rluli ho"m"°' downregulated. 
us to determine whether the loss of .»r/'^°'" 
"ming and range of tumonr h °V '""'^ effects the 

background development in the p53 null 
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Rescue of embryonic lethality 
in Mdni2-deficient mice by 
absence of p53 

Stephen N. Jones "^t, Amy E. Roe*t, 
Lawrence A. Donehower^ & Allan Bradley*! 

' Department of Molecular and Human Genetics, t Howard Hughes 
Medical Institute, and t Department of Molecular Virology, 
Baylor College of Medicine. One Baylor Plara. Houston, 
Texas 77030. USA 

The Mdm2 proto-oncogene was originally identified as one of 
several genes contained on a mouse double minute chromosome 
present in a transformed derivative of 3T3 cells'. Overexpression 
of Mdm2 can immortalize primary cultures of rodent fibroblasts^. 
Human MDM2 is amplified in 30-40% of sarcomas, and is overex- 
pressed in leukaemic cells^". The IVfdm2 oncoprotein forms a com- 
plex with the p53 tumour-suppressor protein and inhibits p53- 
mediated transregulation of gene expression''. Because Mdm2 

FIG. 1 Gene targeting in ^ 
Mdm2. a. Structure of M<lm2 

gene and targeting vector. A ^-^ 
replacement targeting vector 



expression increases in response to p53, Mdm2-p53 binding may 
autoregulate Mdm2 expression and modulate the activity of p53 
in the celf ". We have created Mdm2-null and Mdm2/p53-nnll 
mice to determine whether Mdm2 possesses developmental 
functions in addition to the ability to complex with p53, and to 
investigate the biological role of Mdm2-p53 complex formation 
in development. Mice deficient for Mdm2 die early in developmc... 
In contrast, mice deficient for both IV1dm2 and pS3 develop nor- 
mally and are viable. These results suggest that a critical role of 
!VIdm2 in development is the regulation of p53 function. 

Mdin2 was cloned from a 129-strain genomic library and the 
gene structure was characterized to allow the creation 
replacement vector for gene targeting in embryonic stem (ES) 
cells (Fig. \a). Positive and negative selection of transfected 
AB2.1 ES cells led to the isolation of one clone which had 
replaced the 7.1-kilobase (kb) region of Mdml which encode 
all putative transcription function motifs of Mdm2 with an hpt 
reporter gene. Injection of the targeted ES cells into host blasto- 
cysts gave rise to chimaeric mice which transmitted the mutated 
Mdm2 allele (mdml"') to F, progeny (Fig. \h}. Interc 
between mice heterozygous for the targeted allele (mdin2"''/^ 
were performed and the offspring genotyped by Southerr 



aining 1 



b of 5' h 



2.2 kb of 3' I 
logy was constructed ' 
markers for positive 
(hprt mini-gene)^° and nega- 
tive selection (thymidine 
kinase)^'. 5, Southern ana- 
lysis of targeted ES cell DNA 
(lane 1), and genomic DNA 
from a wild-type Fj progeny 
mouse (lane 2) and mutant Fi 
progeny mouse (lane 3). The 

presence of a 5.7 kb BamHI p.NldmKOl: 

band following hybridization Mdm2 i\.h) ^ 

with a 5' probe, and the pres- 
ence of a 4.7 kb EcoRI band 

following hybridization with a 3' probe, indicates proper targeting of the 
Mclm2 gene in the ES clone by pMdmKOl. 

METHODS. The entire Mdm2 gene was cloned from a 129-strain mouse 
genomic phage library and characterized by digestion with endonucle- 
ase restriction enzymes, including BamHI (HI) and EcoRI (Rl). A 1.6 kb 
Kpnl-£coRI fragment and a 2.2 kb PstI fragment which flank a 7.1 kb 
region of Mdm2 encoding all of the putative transcription factor motifs 
were used to create the gene replacement vector pMdmKOl. AB2.1 ES 
cells^° were electroporated with pMdmKOl and placed under selection. 
Mini-Southern analysis^^ of the resulting 500 colonies identified one 
clone which exhibited proper targeting at the 3' end. This clone was 
expanded and analysed by Southern blot hybridizations using a 1.3 kb, 
BamHI-Kpnl 5' probe and a 350 bp, Sacl-Scal 3' probe. Injection of 
these ES cells into host blastocysts yielded chimaeric mice that were 
capable of transmitting the mutated allele to F, progeny. 
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